COMMON NAME

SUBTYPE A:
ROD
NIHZ
ISY

ST
BEN
CAM2
D194
GH1
uc2
MDS
KR

FA
5132P1
S52907

SUBTYPE B:
D205

uUC1
EHOACG

JA

ON

SUBTYPE C:
POLB7

SUBTYPE D:
FORTC2
POLC12

SUBTYPE SD:
MM251
MM32H
MM239
MM142

MNE

SMMH4
SMMH9
SMMPBJ

6P6

SUBTYPE STM:
STM

SUBTYPE SO:
SMMM7
SMMLIB1

SUBTYPE E:
PAR

HYBRIDS:
BA_7312AR
BA_7312Al

Sequences in théol Alignment

LOCUS

HIV2ROD
HIV2NIHZ
HIV2ISY
HIV2ST
HIV2BEN
HIV2CAM2
HIVD194
HIV2GH1
HIV2UC2
HIV2MDS
HIV2U22047
HIV2FAP
HIV25132P3
S52907

HIVTRENGE
HIV2UC1GNM
HIV2U27200
HIV2JAP
HIV20ONP

HIV2POLB7

HIV2FORTC2
HIV2POLC12

SIVMM251
SIVMM32H
SIVMM239
SIVMM142
SIVMNE
SIVSMMH4
SIVGAGAB
SIVSMMPBJA
SIV6P6

SIVSTM

SIVSMMM7
SIVUORF

HIVPAR

HIV7312AR
HIV7312AP
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M15390 Clavel,F.
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L33089 Gao,F.
L16970 Gao,F.
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X14307 Hirsch,V.M.
M80194 Courgnaud, V.
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HIV2/SIV POL

CONSENSUS-A  GTGTTGGAATTGTGGAAAGGAGGGACACTCGGCGAAACAGTGCCGAGCACCCAGAAGACAQGGCTGCTGG 70
ST e A--mmeeee 16

BEN e 16

D194 70

GH1 16

uc2 16

MDS 16

KR 16

CONSENSUS-B AAGaCAGGGATGCTGG 16

D205 16

ucCl 16

EHOACG 16

CONSENSUS-SD GTGTTGGAATTGTGGGAA?GAgGGACACTCTGCAAGGCAATGCAGAgCCCCAAGAAGACAGGGaTGCTGG 69
MM251 G 70

MM32H A--A 70

MM239 A 70

MM142 G--A 70

MNE A A C---m-- 70

CONSENSUS-STM AGGCCCGAGAAGACAAGGTTGTTGG 25

STM e 25

Gag orf V Pol orf (-1 from Gag) P15
CONSENSUS-A  AAaTGTGGCAAg?CAGGACAcaTCATGGCAAA?TGCCCaGAaAGACAGGC?GGTTTTTTAGGgaTgGGcee 137
ROD
NIHZ
ISY
ST G A G T--mme
BEN -G C C-----G A T------
CAM2 e G--mmmmmmmmee T---- 26
D194 -G T
GH1 A G A
uc2 C
MDS A------- T G C T---- 86
KR AT------- TG C T---- 86
CONSENSUS-B AAATGTGGAaAacaAGGACACATCATGTCAAAATGCCCAGAAAGACAGGCYGGTTTTTTAGGGTTaGGaC 86
D205 AC 86
uc1 T 86
EHOACG C-G C--C- 86
CONSENSUS-SD AAATGTGGAaAAATGGaCCATGTTATGGCCAAATGCCCagA?AGACAgGCYGGTTTTTTAGG?cTTGGCC 137
MM251 C C-----T- 140
MM32H C C-----T- 140
MM239 C C-----T- 140
MM142 A-C C 140
MNE C------ G C A CT------ 140
SMMH4 A G 29
SMMHO e C--A G 38
sSMmPB e C--A---m- Ao G------- 38
6P6 e C--A---—-A-mmme - G- 38
CONSENSUS-STM AAATGTGGACAACAGGGCCATCAGATGGCCAAATGCCCAGAAAGACAGGTGGGTTTTTTAGGCTTTGGCC 95
STM 95

T- 86
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HIV2/SIV POL

CONSENSUS-A  catGGGGAAAGaAGCcCcCGCAACTTCCCcGtGgcCCaagitcCgCaGGGGCTgACACCAACAGCACCcCC 207

ROD -T 96

NIHZ AC G C C A 96

ISY T--C-AG-T A 96

ST T-----T A-C 156

BEN -C T A------ CC--T---------- Tommmemmeee- T-- 156

CAM2 -C T A A 96

D194 -C C C C---T T 210

GH1 C---T-C T 156

uc2 -C C---T T 156

MDS -C G A 156

KR T A---G---C 156

CONSENSUS-B  CCTGGGGAAAGAAGCCTCGCAACTTCCCCaTgacCCAaGtgCCtCAGGGagTgacaCCATCTGCaCCCCC 156
D205 156

uc1 156

EHOACG - T---- G-...---G-CA--C-----GA-AGTG-------- G----- 153

CONSENSUS-SD CaTGGGGAAAGAAGCCCCGCAATTTCCCCATGGCcCA?aTGC?TCAGGGGCTGAC?CCAACTGCTCCcCC 204
MM251 T--AG---A G 210

MM32H T--AG---A G 210

MM239 T--AG---A TG 210

MM142 -T T--AG---A G 210

MNE A----A G 210

SMMH4 G----C TA 99

SMMH9 G----C A Y-- 108

SMMPBJ G----C A 108

6P6 G----C A 108

CONSENSUS-STM CATGGGGAAAGAAGCCCCACAACTTCCCCATGGCCCAAATACCTCAGGGGCTGACGCCAACTGCCCCTCC 165
STM 165

CONSENSUS-A agtaGAtCCaGcAGtgGAcCTachGAgAaaTAtaTGCAGCAaGGgAgaaagCAgAggGAGCAGAg .a 274
ROD -G A--GA-----A--------

NIHZ -T-G A-A--G---A--mmmmee- 163

ISY -A-G G--C A-----A 163

ST GA----C----T--A--------- A-----G--C A--G A 223

BEN G-C----mmmm- C---A--GT------ G .G 223

CAM2 -T-G T A--G 163

D194 -A GT A .G 277

GH1 --C-mmmmmme e T---T----A-G G G .G 223

ucz2 --C------ G----C------ GT-A T G .G 223

MDS --C 223

KR --C---C------- CA-----G--A-----G--CT------------- G-------, AA------- A...- 223

CONSENSUS-B  GATGaACCCAGCAgagGGCATGACACCTCgGGGYgGCGAcaCCATCTGCgCCCCCTGCAGATCCAGCAGLG 226
D205 226

uc1 ---G 226

EHOACG TTC A---T----TT A A- 223

CONSENSUS-SD AGAgGAtCCAGCTGTGGATCT?CT?AAgAA?TACATG?AgtTGGGCA?a?a?????2?2?2?2??2%...... 249
MM251 - O G--A-----C------ C--mmmmme- AGC-....ooiieiine 261

MM32H ---G--A-----C------ C--C------ AGC-GCAGAGAGAAAA....... 273

MM239 --G--A-----C------ C--mmme- AGC-GCAGAGAGAAAA....... 273

MM142 261

MNE 261

SMMH4 150

SMMH9 159

SMMPBJ 159

6P6 159

CONSENSUS-STM AGAAGACCCAGCTGCGGATCTGCTGAGAAGTTACATGCAGCTGGGCAAGAA.......ccceeeeee 216
STM e 216

I-B-33
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HIV2/SIV POL

CONSENSUS-A  gagAGaCCaTACAAaGAGGTGACaGAGGACTTaCTGCaccTCGAgeAgggagAgacaCCacaCAgaGa?? 342

ROD G--A G T--G-GC 233

NI — G----G--A GTT C TG---G--.. 231

ISY C-A A G---T A . 231

sT G A Corer-GrorrA-ACA TG-m-. 201

BEN G G 291

CAM2 C --A------G C---TG---G-- 231

D194 G G G--C--G.. 345

GH1 G--A A-AG---T--memn . 291

uc2 G G--A T-G---.. 2901

MDS G A TG-AG--. 291

KR AT G A--A A-—-. 291
CONSENSUS-B  GAGATGCTgAAaAgcTACATGCAgaTgGGGAgacAgCAGAJaGAGAJCCGAGAGAGACCCTACAAGGA.. 294
D205 T A . 204

uct A . 294

EHOACG - YN Y N——— . 201
CONSENSUS-SD GCAGAG?GA?A?CAgAgaGA??CCTTACAAGGA.. 277
MM251 294

MM32H 306

MM239 306

MM142 294

MNE 294

SMMH4 183

SMMH9 192

SMMPBJ . 192

6P6 . 192

CONSENSUS-STM .. AGAGAGCAGGAAGACACCCTACAAGGA.. 249
STM 249

P15 peptide V Protease
CONSENSUS-A  ?g?cgACAGAGGACTTGCTgCACCTCAATTCTCTCTTTGGAAaaGACCAGTAGTCACAGCatacaTtGAG 410
303

ROD CAC-A
NIHZ A C 300
ISY A C 300
ST A C-TG----- 360
BEN -GA G-----C--- 360
CAM2 ~A-A C 300
D194 -G A T---C--- 414
GH1 -G C--- 360
uc2 -G C--- 360
MDS -A-A T C T--mmm- C 360
KR -G T TG----- 360
CONSENSUS-B .GGTGACAGAGGATTTGCTGCACCTCAATTCTCTCTTTGGAGAAGACCAGTAGTCAaAGCAIgTATCGAG 363
D205 . 363
ucC1i . G 363
EHOACG . AC---T--- 360
CONSENSUS-SD .GGTgACaGAGGATTTGCTGCACCTCAATTCTCTCTTTGGAGaAGACCAgTAGTCACtGC’”A’?ATTGAa 343
MM251 . TC-T------ 363
MM32H G TC-T------ 375
MM239 G TC-T------ 375
MM142 . G TC-T------ 363
MNE . TC-T-----G 363
SMMH4 . CT-C----- 252
SMMH9 --A--G CT-C----- 261
SMMPBJ ---A--G A------- G--CT-C------ 261
6P6 --A--G A G--CT-C------ 261
CONSENSUS-STM .GGTGACAGAGGATTTGCTGCACCTCAATTCTCTCTTTGGAGAAGACCAGTAGTCACAGCCCATATTGAG 318
STM 318
I-B-34
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HIV2/SIV POL

CONSENSUS-A  GQICAGCCaGTAGAAGTCTTacTaGACACagGgGCTgAIGACTCAATAGTaGCAGGaaTAgAgTTaGGga 480
ROD GT C 373

NIHZ T--GT A-—--A-C 370

ISY -A T C 370

ST -C T--G C CG 430

BEN A---G A---G 430

CAM2 T-GT A 370

D194 A-eG A G 484

GH1 TA--G T G C G 430

ucz A---G T G 430

MDS B N— Teee-G-G T A-—A- 430

KR C G- 430

CONSENSUS-B  GGTCAQtCAGTaGAAGTATTACTAGACACAGGAGCTGACGACTCAATAGTAGCAGGUATAGAATTAGGIA 433
D205 T 433

V7o A — C-G A 433

EHOACG - A T C- 430

CONSENSUS-SD  G?ACAGCC?gtAGAAGTATTAITaGATACAGGGGCTGAIGATTC?PATTGTAJCAGG?ATaGA?TT?GGTC 407
MM251 -GeeeeeeT G TercAee-Ae-G-A-—- 433

MM32H G T C Teoee-AreAee-G-Aeee 445

MM239 -G T cG Teoer-AemecAre-G-Acee 445

MM142 -G-eeT Teoe-Aee-Aee-G-A--- 433

MNE -G--—T-C T A---G--A—- 433

SMMH4 - C----A G---A-G-- 322

SMMH9 -A-----CA A G----A-G-—- 331

SMMPBJ -A---C A G-T--A-G-- 331

6P6 B N—c! A G--T--A-G-- 331

CONSENSUS-STM GGTCAGCCTGTAGAAGTACTATTGGACACAGGGGCTGACGACTCAATAGTGGCGGGGATAGAGCTAGGGC
STM 388

CONSENSUS-A  gCAATTAtagtCCAAAaaTAGTaGGgGGAATAGGYGGATTCATAAAIACCAAaGAatatAAaaATgTaGA 550
ROD A o G 443

NIHZ A G 440

ISY A G 440

ST G 500

BEN A-----C-C T----C C 500

CAM2 c G A G- 440

D194 A----C-C G 554

GH1 A--—-CGT G C GAT-—-—-A-- 500

ucz A-c---C-Crmern-G---G C G 500

MDS G 500

KR C---G 500

CONSENSUS-B  GCAATTACACCCCAAAAATAGTAGG?GGGATAGGAGGGTTCATAAATACCAAaGAATACAAAGATGTAGA 502
D205 A 503

uci G 503

EHOACG T A-T T Y. N— 500

CONSENSUS-SD CA?ATTATACCCC?AAAATAGTAGGAGGAATAGGAGG?TT?ATTAA?AC?AAAGAATA?AAA?ATGTAaA 469
MM251 ~C A § g (U U, O [ N— 503

MM32H T-C A T--Teer-T--Toeee-C--A--G- 515

MM239 -C A T--TeerT--Teeee-Cor-A--G- 515

MM142 -C A T--Teoee-To-Tomeoee-Con-A--G- 503

MNE -C A § Oy R, N, S P N— 503

SMMH4 A T C--C-----C--C~- 392

SMMH9 A T C--C-----C--C~- 401

SMMPBJ A T C--C-----C--C-- 401

6P6 A T C--C--m (O o— g i cR— 401

CONSENSUS-STM TACAATACACCCCAAAGGTAGTAGGTGGAATAGGAGGATTTATAAATACTAAGGAATTTAAGAATGTAAA 458

STM

458

I-B-35
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HIV2/SIV POL

CONSENSUS-A AATAaaaGTaCTAaaTAAAAggGTAag aGCCACCATAATGACAGG?GAtACCCCaATCAACATITTTGGC 619

ROD ----G----T A----C-G C-- 513

NIHZ ----G----C---GG A T G 510

sy - G---G A T 510

ST e G----T A T 570

BEN A A C--mmen 570

CAM2 ---G----T---GG G-----T C--C 510

D194 @ - G A A 624

GH1 A A C------ 570

uc2 A A C--mm-- 570

MDS ----G----C---GG G T 570

KR A-----A T 570

CONSENSUS-B AATAGAAGTAGTgGGAAAAAGAGTAAGYGCAACtaTAATGACAGGaGACACCCCAATAAACATTTTTGGC 572
D205 T 573

ucC1i 573

EHOACG A A-----AG G 570

CONSENSUS-D GC 2
FORTC2 -- 2
CONSENSUS-SD AATA?AAGTITTAGGCAAa???ATTAA?GG?ACAAT?ATGACaGG?GA?ACCCC?ATTAACATTTTTGG? 528
MM251 573

MM32H 585

MM239 585

MM142 573

MNE 573

SMMH4 462

SMMH9 471

SMMPBJ 471

6P6 === AmmemAcmeanees GTA-----G--A-----T-------- A--T---==A--mm-Tmmmmme C 471

CONSENSUS-STM CATAGAGGTATTAGGCAAGAAAATAAAAGGAACTATTATGACTGGAGACACCCCCATTAACATTTTTGGC 528
ST™M 528

Protease V Reverse Transcriptase
CONSENSUS-A  AGAAAtaTtcTGaCAgCcTTaGGCATGTCATTAAAtcTacCAgTcGCcAagaTAGAaCCaaTAAAAaTAA 689

ROD AG----G 583
NIHz - G T C--G----- Temmmmmmme e eeeen 580
ISY C G T A G-----G--- 580
st - C 640
BEN T T G G--- 640
CAM2 580
D194 G--A C T----C G--- 694
GH1 C T-----A G--- 640
uc2 T T T-G G 640
MDS T 640
KR - C G----C--G------ G--- 640
S$52907 A-GG AG----G 34
CONSENSUS-B AGAAATATTTTAAATACCTTaGGCATGACTCTAAATTTCCCAGTaGCAAaGaTAGAACCAGTAAAAGTC" 641
D205 G T G G TG 643
ucC1 A A 643
EHOACG G G C 640
CONSENSUS-D  AGAAATTTACTAACAGAATTAGGAATGTCTCTAAATTTTCCAGTGGCCAAAATAGAACCAGTAAAAGTAA 72
FORTC2 72
CONSENSUS-SD AGaAATtTgCTAACAGCT’?TGGggATGTCTCTAAATCTCCCCATAGCTAAgGTaGAgCCT”TAAAagtaa 596
MM251 -G C T C- 643
MM32H A C T----C--T A C CG 655
MM239 C T-T A G CG 655
MM142 A C T G----GTCGC 643
MNE C---A T G C- 643
SMMH4 e A----C--m--- T G A 532
SMMH9 - C A----C G--R---A 541
SMmMPB - C A----T A 541
6P6 0 - C A----T A 541
CONSENSUS-STM AGGAACCTATTGACAGCTTTGGGGATGTCATTAAATTTTCCAGTAGCTAAAGTAGAACCAGTAAAGGTGA 598
ST™M 598
I-B-36
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CONSENSUS-A
ROD

NIHZ

ISY

ST

BEN

CAM2

D194

GH1

uc2

MDS

KR

S$52907
CONSENSUS-B
D205

ucC1

EHOACG
CONSENSUS-D
FORTC2
CONSENSUS-SD
MM251

MM32H

MM239

MM142

MNE

SMMH4
SMMH9
SMMPBJ

6P6

ST™M

CONSENSUS-A
ROD

NIHZ

ISY

ST

BEN

CAM2

D194

GH1

uc2

MDS

KR

S52907
CONSENSUS-B
D205

ucC1

EHOACG
CONSENSUS-D
FORTC2
CONSENSUS-SD
MM251

MM32H

MM239

MM142

MNE

SMMH4
SMMH9
SMMPBJ

6P6

STM
CONSENSUS-E
PAR
CONSENSUS-B
BA_7312AR

A G A 653
A G G-—-A-A T 650
CAT-A-enemev YN G---A--AA G 650
-G A-G A [ch— 710
CAT-G G GG---A c G 710
A A G-T G 650
CAT-G G GG---A C 764
C-T-G G G C G 710
CAT-G-rmme Acene-Cormen-G G- c G T- 710
A G-G A G----T 710
-A--G-A----A ~AG-A TC [ ca— 710
A A T- 104
AgtTAAAgCCTGgaAAAGATGGgCCAAAaATCAGACAATGGCCtCTATCCAaaGAaAAgATAcTaGCCCT 711
------- A GG 713
-AC G A T-G--mm- 713
A c G--A 710
GATTAAAACCAGGGATGGATGGACCAAAATTAAGACAGTGGCCACTATCAAAGGAAAAAATAGAAGCATT 142
142
C2?TAAA?CCAGGAAAGAIGGACCAAAATT?Ag?CAGTGGCC?2TATCaAAGGAAAAGATA?TTGCATT 658
-CT---G G-T G-AG AT G 713
-CT----G G G-AG AT 725
) SN c SN c SN ¢ 8.1 ¢ S— 725
oy fc p— 713
-CT---G--- 713
-AC---A--- 602
. o S N —— YN — [ c E— 611
-AC---A 611
-AC---A A--A GC 611
CONSENSUS-STM CATTAAAACCAGGAAAAGATGGACCAAAAATAAAACAATGGCCATTATCAAAAGAAAAGATAGAGGCACT 668
668
AA2aGA?ATCTGIGAAAAAATGGAAAaGAaGGCCAGCTAGA?GAaGCaCCICCAACTAATCCITATAAT 824
------ A G 723
------ A A 720
~G---A G-me-T A----G (o 720
------ G G GG G--G 780
------ G G A--G 780
------ G 720
------ YN (S——C [ c N - 834
780
780
------ G G 780
------ G [CRNN, S GRS -1
------ A G 174
CAAaGAAATCTGTGAAAAAATGGAAAAJGAGGGaCAg?TAGAAGAaGC?cC?CCACTAATCCATACAAC 778
AT A--C 783
-G G C G- 783
A Teeee-G--G--T T 780
AAAAGAAATATGTGAAAAAATGGAAAGGGAAGGCCAATTAGAAGAAGCTCCTCCGACCAATCCCTACAAC 212
212
aAGAGAAATCTGTGAAAA?ATGGARAAAGATGG?CAGTT?GAGGaAGCICC?CC?ACCAATCCATAMAC 723
G [CHN. e C-G — 783
G [CH— S—e C-- c--- 795
G Goore-To-G C-- C- 795
G TG o 783
G 783
A 672
A 681
G A 681
G A-----G C----A C--T--A 681
CONSENSUS-STM AAAAGAGATCTGTGAAAAAATGGAGAAGGATGGGCAGCTAGAAGAAGCTCCTCCAACAAATCCTTACAAT 738
738
AGAAGGAGGGACAATTAGAACGAGCCCCTCCCACTAATCCTTATAAT a7
47
CAAaGAAATCTGTGAAAAAATGGAAAAJGAGGGaCAg?TAGAAGAaGC?cC?CCIACTAATCCATACAAC 778
G--C AT-T--C 47

HIV2/SIV POL

tgcT?AAgCCAGG?AAaGAIGGaCCAA?actgAgACAaTGGCCctTaACAAaAGAaAAaaTAGAaGCACT 756

I-B-37
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HIV2/SIV POL

CONSENSUS-A  ACCCCCACATTTGCAAT?AaGAAAAAGGACAAGAACAAATGGAGOATGCTaATAGATTIAGAGAACTaA 893
ROD C 793
NIHZ C A C-G--G-— 790
17— T T G 790
ST C A 850
BEN T G G 850
CAM2 Cc-G G G- 790
D194 T G A 904
GH1 T G C 850
uc2 T G 850
MDS C-G T T- 850
KR T A 850
S52907 c c 244
CONSENSUS-B aCaCCCACCTTtGCcATAAA”AAgAaaGAtAAaAACAAATGGAGaATGCTAATAGA7TT7AGaGAatTAA 845
57101 ¢ S ¢ S o S, S G- 853
uct AG T-T 853
EHOACG T-G c A c G T--C--m-C--- 850
CONSENSUS-D  ACACCCACATTTGCAATAAAGAAGAAAGACAAAAGCAAATGGAGGATGCTAATAGATTTCAGAGAACTGA 282
FORTC2 282
CONSENSUS-SD ACCCCcACaTTTGCIATAAAGaA?aAaGAcaagAA?AAATGGAG?ATgCT?ATAGATTTTAG?GAA?TaA 787
MM251 A----G G---C--- 853
MM32H A----G G--C-— 865
MM239 A----G G--C-- 865
MM142 A---G G--C-- 853
MNE A--A--G G--C-— 853
SMMH4 T G A--T G--—-A A-T-G- 742
Y 1Y < ——— R-GR-----GGA--T-------- [ NE—— A-T-- 751
SMMPBJ - T G T G----A AT 751
6P6 e G T G----A AT 751
CONSENSUS-STM ACCCCCACTTTTGCTATAAAGAAAAAGGACAAAAACAAGTGGAGGATGCTGATAGATTTCAGAGAACTAA 808
STM 808
CONSENSUS-E  ACACCAACCTTTGCTATTAGGAAAAAAGATAAGAGTAAATGGAGGATGCTTATAGATTTCAGGGAGCTAA 117
PAR 117
CONSENSUS-B  aCaCCCACCTTtGCCATAAA?AAGAaaGAIAAaAACAAATGGAGaATGCTAATAGA?TT?2AGaGAatTAA 845
BA_7312AR  -ce-eeeenee T--G--A--G C--C-G 117
CONSENSUS-A  AcAagGTaACtCAaGAITTCACAGAaaTtCAGITAGGAATTCCACACCCaGCaGGatTaGCCAA?AAGAY 962
ROD G--G--m- [ch. 863
NIHZ G [ - 860
ISY GG G-A- 860
ST c c Cmn-G--A 920
BEN TG C Goee-ComrmecA—-A 920
CAM2 we-Aeee-C c Y- 860
D194 G- G c G A--A 974
GH1 -GG c G A--A 920
uc2 G- G c A--A 920
MDS G [CHN NI . 920
KR T G G-A- 920
S52907 [ 314
CONSENSUS-B  AcAAGGTaACCCAaGA?TTtACAGAaGTcCAaCTgGGTATTCCcCACCCYGCAGG?t2ggcAgaAAA?ag 911
D205 G--C--C TGGCAG-A—-G.. 920
uc1t G C G-T A- 923
EHOACG A GG T--e-A----ACT---TC--G-A 920
CONSENSUS-D  ACAAAGTCACACAAGACTTTACAGAAGTTCAGTTGGGAGTTCCACACCCTGCAGGACTAGCAAAAAGAAG 352
FORTC2 352
CONSENSUS-SD  AtAaGGTCACTCAAGACTTTACAGAAGT?CA?TTaGGaATACCACACCCTGCAGGACTAGCAAA?AG?A? 852
MM251 —G C--A A-G-A 923
MM32H G G C--A A-G-A 935
MM239 SN c— (com— G-----C--A A-G-A 935
MM142 S T — G-----C--A A-G-A 923
MNE G C--A-G A-G-A 923
SMMHA4 A-G G--A- 812
SMMH9 -C T A--G---G R G-A-G 821
SMMPBJ -C T A--G-—-G G-A-G 821
6P6 -C T A--G----G G-A-G 821
CONSENSUS-STM ATAAAGTGACACAAGATTTTACAGAAATTCAGCTAGGTATACCACACCCTGCAGGACTAGCAAAGAGGAG 878
STM 878
CONSENSUS-E  ATAAGGCAACACAGGACTTCACAGAAGTCCAACTGGGTATTCCACACCCAGCAGGTCTAAAAGAAATGGA 187
PAR 187
CONSENSUS-B  AcAAGGTaACCCAaGA?TTIACAGAAGTCCAaCTgGGTATTCCCCACCCGGCAGG?gg0AgaAAAZag 911
BA_7312AR T A A C-G-C-—-A- 187
|-B-38

DEC 95



HIV2/SIV POL

CONSENSUS-A aaGaATtaCTgTaCTAGATgTAGGgGATGC°TACTTTTCCATACCacTacATGA°GA7TTTAGaCagTAt 1029

ROD G--C-----CA-—- 933
NIHZ G T G-- 930
ISY GT A----C (oS, M, — 930
ST -C c T G-T 990
BEN -G--CT--A-T C-T A--T----G 990
CAM2 -T Teee-A--C C 930
D194 -G c A--T--G--A-— 1044
GH1 ~-G--C c G YN (S — 990
ucz —G c T--A--T----G-C—--- 990
MDS T [ N o S— C 990
KR A C G- A 990
S52907 T G--C-----CA-— 384

CONSENSUS-B gAGAATAACAGTa”TAGATGT'?GGAGATGCCTACTTCAGT’7TCCCACTAGAtCCA')ACTTCAGaCA?TAT 976

D205 Y. ——ct A yN— G- 990
uci C--G A A G- 993
EHOACG A CoemeAA G G A 990
CONSENSUS-D  AAGGATCACAGTATTAGATGTAGGGGATGCATACTTTTCTATACCCTTAGATAAGGAATTCAGGCAATAT 422
FORTC2 422
CONSENSUS-SD  aAGQgATCACAGTa?TGGATGTAGGTGAIGCATATTTCTCCATACCTCTAGATGAaGAATT?AGGCAGTAC 920
MM251 e Temee-Coene-A T 993
MM32H e Teeeee-Conne-A T 1005
MM239 SN, SO B T 1005
[V — g g S N T T 993
MNE G C C T 993
SMMH4 G T G---C 882
SMMH9 GT T C-A-—- 891
SMMPBJ GT T C-A- 891
6P6 GT C-A-- 891
CONSENSUS-STM AAGAATCACAGTATTGGATGTAGGGGATGCATATTTTTCCATACCCCTAGATGAGGGCTTTAGGCAGTAT 948
STM 948
CONSENSUS-E  GCAGATAACAGTGTTAGATATAGGGGATGCCTATTTTTCGGTACCCCTAGACCCAGAATTTAGACAGTAT 257
PAR 257
CONSENSUS-B  gAGAATAACAGTa?TAGATGT?GGAGATGCCTACTTCAGT?TCCCACTAGAICCA?ACTTCAGAaCA?TAT 976
BA_7312AR GA----A G C-—- G--A--- 257
CONSENSUS-A ACTGCATTtACtCTaCCAtCAgTaAACAATgcaGAaCCAGgAAAaAGATAtaTATAtAAaGTCttaCCaC 1099
ROD G- 1003
NIHZ c (OSSN 1000
ISY G C 1000
ST A T C fom— 1060
BEN C---G ATG G- 1060
CAM2 G c G- 1000
D194 c G--A GG 1114
GH1 c G 1060
uc2 C T C G 1060
MDS C G G--- 1060
KR A-—-G G (N 1060
S52907 G c G- 454
CONSENSUS-B  ACAGCATTCAC?TTGCCAtCA?TAAA?AATGCAGAJCCAGGAAAGAGATACATTTAIAAAGT?CTACCAC 1042
D205 C G---C y 1060
uc1t c A----C T 1063
EHOACG ~  —weem- 3 iy S Y N, . . S— TC-n-CrmeneCommemen 1060
CONSENSUS-D ~ ACCACTTTTACCCTACCATCGGTAAACAATCGAGAACCAGGAAAGAGATACATCTATAAGGTTCTACCGC 492
FORTC2 492
CONSENSUS-SD  ACTGCCTTTACITTACCATCAGTAAAAATGCAGAACCAGGAAAAPGATACAT?TATAAGGT??T?CCTC 985
MM251  eeeeeeeeememeeememee e Gemememee o T TC-G-— 1063
MM32H c GC T TC-G—- 1075
MM239 G ORI, TC-G-— 1075
MM142 G CoreneeT TC-G-—- 1063
MNE e T (O TC-G-- 1063
SMMH4 yNS— AT-A—- 952
SMMH9 C G----C A-ee-C AT-A—— 961
SMMPBJ C G-—-C Y NE— AT-A—- 961
6P6 c G---C yN—) AT-A-- 961
CONSENSUS-STM ACTGCTTTCACCTTACCATCAGTAAACAATGCAGAACCAGGAAAAAGATACATCTACAAGGTTCTGCCAC 1018
STM 1018
CONSENSUS-E  ACAGCATTCACCATACCCTCGGTAAATAATCAAGAACCAGGAAAAAGATACATCTACAAGGTCCTACCAC 327
PAR 327
CONSENSUS-B  ACAGCATTCAC?TTGCCAICA?TAAA?AATGCAGAGCCAGGAAAGAGATACATTTAAAGT?CTACCAC 1042
BA_7312AR T AT YN c M S 327
1-B-39

DEC 95



HIV2/SIV POL

CONSENSUS-A AgGGaTGGAAgGGaTCaCCAGCAATtTTTCAataCAcaATGAGgCAggTCTTAGAaCCaTTCAGAAAAGC 1169

ROD A-----A 1073

NIHZ -G G A 1070

ISY G A 1070

ST G 1130

BEN -A A T 1130

CAM2 ---G-----A G G 1070

D194 R A-mmmmmmemeeen C--mmmm- T--TG AA T 1184

GH1 -A C A T 1130

uc2 -A--G C T A T 1130

MDS A-----T 1130

KR A-----G C G 1130

S$52907 Crmmmmmmme A 524

CONSENSUS-B A’?GGaTGGAAGGG')TCCCcag CAATTTttCAaTACtC CATGagaAAGGTA?TAGA?CCtTTcAGAAagGC 1108
D205 -A--G-------- G----AGT ------ G T----T-mm-T e 1130

ucC1 -A G G T----T 1133

EHOACG -G A C--G---A-----GC------- C----C-mmmmmm- A-- 1130

CONSENSUS-D  AGGGATGGAAAGGATCACCAGCAATTTTTCAGTACACAATGAGGAATATACTAGAACCCTTCAGGAAAGC 562
FORTC2 562

CONSENSUS-SD A?GGgTGGAAgGGQTCACCAGC?AT?TT?CAa?A?ACTaTGAGAaATGTg?TaGAACCCTTCAG?AA?GC 1046
MM251 ~G-mAcmmmmmeme e aee C--C--C---T-C C-----C G--G-- 1133

MM32H -G--A-=--~Ar=-mmrmmn=-C--C--C---T-C C--—--C G--G-- 1145

MM239 C----C G--G-- 1145
MM142 C----C G--G-- 1133

MNE c- G--G- 1133

YL 7 N — i e i S AT-ooeToo-A-A- 1022

SMMH9 B NS N W, (B 5y N =Yo T U - S— AT-----T--T--A—-A- 1031

SMMPBJ B NS . N NS— 1 2, e ol ¢ cT T-A-A- 1031

6P6 B N— YN N— T--T--T--GC-T cT T--A-A- 1031

CONSENSUS-STM AGGGATGGAAGGGATCACCAGCAATTTTTCAATATACAATGAGAAATATATTAGAGCCATTCAGGAGAGC 1088
STM 1088

CONSENSUS-E  AAGGGTGGAAGGGATCCCCAGCAGTCTTTCAGGAGACCATGAGACAGGTACTAGAGCCCTTCAGAAAAGC 397
PAR 397

CONSENSUS-B  A?GGaTGGAAGGG?TCCCcagCAATTTHCARTACICCATGagaAAGGTA?TAGA?CCITTCAGAARGGC 1108
BA_7312AR -G A C----C--Coo-G-—- 397

CONSENSUS-A  AAACCCaGAIgTCATt?TCaTtCAGTACATGGATGATATCTTaATAGCIAGIGACAGgACaGattTaGAa 1238

ROD —-AAG A 1143

NIHZ ---GAG A C-- [oa— 1140

ISY A-G G- 1140

sT e [ N o S — TGN o N o S— 1200

BEN Cc--C GG 1200

CAM2 T A [oa— 1140

D194 e C--em-Coo-C-A G-G---G 1254

[T ——— C----C--A T GG 1200

uc2 CC---C A--G-G----G 1200

MDS e AG A C Cemmv 1200

(G S —— Creer-C-G-C-A--T C C---G 1200

S52907 —-AAG CA 594

CONSENSUS-B  CAACA??GATGTCAZATAAT?CAGTACATGGATGACATCCTI?T?GCAAGIGACAGaAGIGATCTgGAg 1172
D205 - GC-mmmeToeoe-T A-A 1200

(UTox R — [CTOMM, S, A-A 1203

EHOACG - AT---e=-Cr---C T--CG-G G--C 1200

CONSENSUS-D  TAACTCCGATGTAACTTTAATCCAATACATGGATGACATTCTAATAGCTAGTGACAGAACAGACCTAGAA 632
FORTC2 632

CONSENSUS-SD AAATCCAGATGTGACC?T??TCCA?TA?ATGGATGACATCTTAaTAGCTAGTGA?AG?ACAGA??T?GAa 1106
MM251 C-G-—-CC-G-—- 1203

MM32H /NI, S — C-G--CC-G— 1215

MM239 C--G----CC-G-- 1215

MM142 C--G----CC-G-- 1203

MNE C--G-----CC-G-—- 1203

LS YL 7 — o ¢ N N S —— T-A-—TT-A-G 1092

SMMH9 —T--A—-TT-A- 1101

SMMPBJ ~T--A-—-TT-A- 1101

=T — o Y N N M — T--A-TT-A— 1101

CONSENSUS-STM CAACCCAGATGTAACTCTGATCCAATACATGGATGATATCTTGATAGCCAGTGACAGAACAGATCTAGAG 1158
STM 1158

CONSENSUS-E ~ AAATTCGGACGTTCTACTCATTCAGTACATGGACGACTTACTAATTGGCAGTAACAGGAGCATGACAGAG 467
PAR 467

CONSENSUS-B  CAACA??GATGTCAZATAAT?CAGTACATGGATGACATCCT?T?GCAAGIGACAGaAGIGATCTgGAg 1172
BA_7312AR - Y. PRSP Go Mo S G-Grome-CoeTommmmeemen A-A 467

I-B-40
DEC 95



HIV2/SIV POL

CONSENSUS-A CATGAcAaagt'?gTCCTgCAgCTaAA’7GAACthTaAATggCCTaGGaTT’7TCtACcCCAGAtGAgAAgT 1305

ROD - T- GG--A C--G 1213
NIHZ A A T--C A- 1210
ISY A A G G-----T--C-------- C--A---- 1210
sT e G---G--T G G-----T--C--mmmmmmmmeee - 1270
BEN G A G--T----- Tonmmmmmemee- 1270
CAM2 G--T G AA C 1210
D194 A A-----A G G--C 1324
GH1 A A G G--C 1270
uc2 G A-----C G--C G 1270
MDS G---A G-----C------ A----G--G--C-------mmm---, A---- 1270
KR e G-ACG--------- T----A------ T C--C 1270
S52907 0 - GG--AA------- A--C--G T 664
CONSENSUS-B CAtGAcAgGGTAGTGTC’>CAACTAAAAGAGcTAtTAAATgACATGGGATTcTCtACcCCAGAAGAAAAgT 1241
D205 -C T 1270
uc1 C 1273
EHOACG T A T 1270
CONSENSUS-D  CATGACAAGGTAGTCTTGCAGCTAAAGGAGCTCCTAAATGACCTAGGGTTCTTAACCCCAGAAGAAAAAT 702
FORTC2 702
CONSENSUS-SD CATGACAGGGTAGTTTTACAgttaAAgGAACT’>'>TgAA’>aGcATAGG”TTtTCtaCCCCAGAAGAGAAgT 1172
MM251 CT-A--T G--C A- 1273
MM32H CT----T G A--A- 1285
MM239 C CT----T G A- 1285
MM142 e A-----CT-A--T-------- G- AT A- 1273
MNE CT-A--T G 1273
SMMH4 TC----CG A--C 1162
SMMH9 A TC----C--T-----A-----Cmmmmmmmmmeoe 1171
SMMPBJ G 1171
6P6 TC----C--T-----A-----C-----mmmmmme-- 1171
CONSENSUS-STM CATGACAGGGTAGTTTTACAGTTGAAGGAACTCCTAAATAATTTAGGATTTTCCACCCCTGAAGAGAAAT 1228
ST™M 1228
CONSENSUS-E =~ CATGACAGGATGGTAGTACAATTAAAAGACATGCTGAACAACCTGGGGTTCAGCACCCCAGAGGATAAGT 537
PAR 537
CONSENSUS-B  CAtGACAgGGTAGTGTC?CAACTAAAAGAGCTAITAAATGACATGGGATTCTCIACCCCAGAAGAAAAGT 1241
BA_7312AR - T-A T C T--C A- 537
CONSENSUS-A TCCAaAAaGACCCtCCataccaaTGGATGGGcTaTGAAcT’>TGGCCAACtAAaTGGAAgcTGCAgAaAaT 1374
ROD A T 1283
NIHZ ---G T-GC T-A T----A----- 1280
ISY G G C AT----A----- 1280
ST G A-G--- 1340
BEN TT G A C- 1340
CAM2 GC G T 1280
D194 G TT T-G A 1394
GH1 GCTT A T- 1340
uc2 G-TT G G 1340
MDS GC G 1340
KR C------ A A-mnmeeen Cmmmmmmmmmeeem, A----- 1340
S52907 G C T A T 734
CONSENSUS-B TCCAAAAaGACCCTCC?TTCaAaTGGATGGGITATGAGCTCTGGCCAAA?AagTGGAAaCTGCAAAAAAT 1309
D205 G A 1340
uc1 G A-G 1343
EHOACG A G G--A 1340
CONSENSUS-D  TTCAGAAAGACCCTCCATATCATTGGATGGGCTATGAGTTGTGGCCAACAAAGTGGAAACTACAAAAAAT 772
FORTC2 772
CONSENSUS-SD TCCAaAAAGATCCCCCATT?CA?TGGATGGG?TAIGAATTGTGGCC?AC?AAATGGAA??TGCAaAA?AT 1234
MM251 - T--A-------- G--C---mmmmom- G--A-------- GT------- G-- 1343
MM32H T--A G--C A--A GT G-- 1355
MM239 T--A G--C A--A GT G-- 1355
MM142 T--A G--C G--A GT G-- 1343
MNE T-- G A--A GT G-- 1343
SMMH4 ---G C--G A A--C AC----G--A-- 1232
SMMH9 C-- A C--C 1241
SMMPBJ e CRE e C--G-------- A C--C 1241
6P6 ---G C-- A C-- AC------- A-- 1241
CONSENSUS-STM TTCAGAAGGATCCTCCATTTCAATGGATGGGATATGAGTTATGGCCAACAAAGTGGAAACTGCAAAAAAT 1298
STM 1298
CONSENSUS-E =~ TTCAGAGAGAACCACCCTTAAAATGGATGGGGTATTTACTATACCCCAAGAAATGGAAACTACAAAAAAT 607
PAR 607
CONSENSUS-B TCCAAAAaGACCCTCC’)TTCaAaTGGATGGGtTATGAGCTCTGGCCAAA’7AagTGGAAaCTGCAAAAAAT 1309
BA_7312AR G A---C-G G 607
I-B-41

DEC 95



HIV2/SIV POL

CONSENSUS-A ACAatTgCCCCAaAAaGAa°taTGGACAGTCAAtGACATCCAaAAgCTaGTgGGthCCTaAAtTGGGCa 1443

ROD -G A 1353

NIHZ --GC G 1350

ISY -G T G--A C-----G 1350

ST A--G 1410

BEN A---T G 1410

CAM2 A 1350

D194 A-----A--A--TT-G--C-----G 1464

GH1 C G-----G-----A---T---m oo G 1410

uc2 A AA--T G 1410

MDS A 1410

KR A 1410

S52907 804

CONSENSUS-B ACAacT7CCAGAAAa’>GA7GTTTGGACAGT”AATGacATTCA7AAacTaGTgGGAGTATTAAAcTGGGCA 1374
D205 0 - G-------- A--A-meoeeee- G----CA-----A-----G--A------mm oo 1410

uc, - G G--A G A 1413

EHOACG ---G--A-------- A--G A G--GT T--mm-- 1410

CONSENSUS-D  AGAGCTGCCACAGAGAGAGGATTGGACAGTAAATGACATTCAGAAACTGGTAGGAGTACTAAATTGGGCA 842
FORTC2 842

CONSENSUS-SD AGAGTTGCCaCAAAgAGAgACCTGGACAGT'>AATgAtATACA’>AA’>TTAGTAGGAGT”TAAATTGGGCA 1299
MM251 G G- AT 1413

MM32H G G-- AT 1425

MM239 G G--G AT 1425

MM142 G G--G AT 1413

MNE A G G--G AT 1413

SMMH4 g O R GC----------- 1302

SMMH9 G A A---A--oeee A--Anmnnmenee GC-------m--- 1311

SMMPBJ A A A--A GC 1311

6P6 A A A--A GC 1311

CONSENSUS-STM AGAATTACCTCAGAGAGACGTTTGGACAGTGAATGATATCCAAAAACTGGTAGGGGTCTTAAACTGGGCA 1368
ST™M 1368

CONSENSUS-E =~ AGAGCTTCCTGAAAAAGAAAGATGGACAGTTAATGACATTCAGAAGTTAGTAGGAATACTAAATTGGGCA 677
PAR 677

CONSENSUS-B ACAacT"CCAGAAAa’GA'?GTTTGGACAGT'?AATGacATTCA”AAacTaGTgGGAGTATTAAAcTGGGCA 1374
BA_7312AR ---A-A------- GG--G A G 677

CONSENSUS-A GCaCAaaTCTAccCAGGgATAAAgACcAaacActTaTGtAggtTaATtAgaGGAAAaATGACACtCACaG 1513
ROD - C 1423

NIHZ C C 1420

ISY C---G- 1420

ST 1480

BEN 1480

CAM2 1420

D194 = -G-G-----T----m-A-- G--T------- AA--G--mmmmmmme e 1534

GH1 1480

uc2 1480

MDS G- 1480

KR G- 1480

S52907 874

CONSENSUS-B GCTCAACT’)TT’)CCtGGaATtAAgACaAGGCAcATATG’?AaACTaATtAgGGGAAAGATGACCCTaACAG 1441
D205 C- C 1480

uc1 C- T 1483

EHOACG - T--C--G--G -------- C-----T-----T A 1480

CONSENSUS-D  GCACAAATTTATCCAGGAATAAAAACCAAACATCTGTGCAGATTAATTAGAGGAAAAAAGACCTTGACAG 912
FORTC2 912

CONSENSUS-SD GC?CAAATTTATCCAGG?ATAAA?AC?AAACATCT?TG?AG?tTAAT?AGAGGAAAAATGACT?TAACAG 1360
MM251 el e T-----A--C-------- C--T--G-----T-----mmmmmmmm - C------ 1483

MM32H -T 1495

MM239 -T 1495

MM142 -T 1483

MNE -T 1483

SMMH4 --A 1372

SMMH9 --A 1381

SMMPBJ --A 1381

6P6 --A 1381

CONSENSUS-STM GCACAAATTTATCCAGGAATTAAAACTAAACATCTGTGCAAATTAATCAGAGGTAAGATGGCACTGACTG 1438
STM 1438

CONSENSUS-E =~ GCACAAGTATATCCAGGAATCAAAACAAAAAATTTATGCAAGCTCATCAGAGGAAAAATGACCCTAACAG 747
PAR 747

CONSENSUS-B GCTCAACT?TT?CCtGGaATIAAGACaAGGCACATATG?AaACTaATIAgGGGAAAGATGACCCTaACAG 1441
BA_7312AR - T--C--C-----C--A--mmmmmmmmemm C-G---G--C-A-------mmmmme- G---- 747

I-B-42
DEC 95



HIV2/SIV POL

CONSENSUS-A AaGAagTaCAgTGGACAGAatTaGCAGAaGCaGAgCTaGAaGAaAACA’7AaTtATCtTaagcCAggAACA 1582

ROD G 1493

NIHZ ---G G G A---- 1490

ISY G--G------- A-emmmmmmeeee s 1490

ST -G G--A A---C 1550

BEN G C A G 1550

CAM2 ---G-----A A G A----- 1490

D194 -G G G-----A A T 1604

GH1 G G A 1550

uc2 G G G----G C--GA 1550

mMpbs - A G--G G--A G-G G 1550

KR C G-----A G----A G 1550

S$52907 G C 944

CONSENSUS-B AaGA?GTaCA?TGGACaGAA?TaG CAGAgGCAGAgtTaCAGGA”AA”AAAATCATC”TAG aACAgGAaCA 1505
D205 ---A-----G-m - C--- A----- C G--T 1550

ucC1 --=-A-----A T G--C TT 1553

EHOACG -G A T---T-G e A--C-----A--C-------—- C--mmmm A--G-- 1550

CONSENSUS-D  AAGAAGTCCAGTGGACTGAGATGGCAGAGGCAGAGTATGAAGAGAACAAGATTATTCTCAGTCAAGAACA 982
FORTC2 982

CONSENSUS-SD A’PGA’)GTTCAGTGGACTGAGATGGCAGAgGCAGAATATGA'PGAAAA”AAgATAATTCtCAGTCA’PGAACa 1425

MM251 -G--A A 1553

MM32H -G--A A 1565

MM239 -G--A A 1565

MM142 -G--A A 1553

MNE -G--A 1553

SMMH4 -A--G 1442

SMMH9 -A--G 1451

SMMPBJ -A--G 1451

6P6 -A--G A-----C 1451

CONSENSUS-STM AGGAGGTACAGTGGACAGAAATGGCAGAGGCAGAATATGCAGAAAATAAAATTATTCTCAGTCAGGAGCA 1508
ST™M 1508

CONSENSUS-E =~ AAGAGGTTCAGTGGACAGAATTGTCAGAGGCAGAATTGGCAGAAAATAAGATTATTCTAAGTCAGGGACA 817
PAR 817

CONSENSUS-B  AaGA?GTaCA?TGGACaGAA?TaGCAGAgGCAGAgQiTaCAGGA?AA?AAAATCATCc?TAGaACAgGAaCA 1505
BA_7312AR -G--G--G--G--------- O A-G-----A--T-----o--- C---G--------- 817

CONSENSUS-A aGAgGGAcacTAtTAcCAaGAaGAaaAagA’?tTaGAaGCAACachcaaAA’>gatCAAGacaATCAgTGG 1650
ROD GC G G 1563

NIHZ ---A G A-G G--A 1560

ISY G G G T-----G 1560

ST —--A---TG--------—- G-----G--GC A 1620

BEN --A---T-T A-----G A-mmeee AAGC----GAC----A--- 1620

CAM2 C-----G G--G T-----G 1560

D194 TC---C--T--G G----AC ATC--AAGC--------------- 1674

GH1 ---A---T A-----G A------- AA 1620

uc2 G--A-mmmmem e G-----A--G--G-----GA------- AAG------------ A--- 1620

MDS G A G 1620

KR G TG G--A G 1620

S52907 G G 1014

CONSENSUS-B ’7GAAGGATCcTAcTACAA’PGAAgGGGTACthTAGAAGCAACAGT’>CAGAAAAAccTAGCAAAtCAGTGG 1572
D205 Anmmmmmmmeeeee G---A------- G A 1620

uc1 A G A A 1623

EHOACG G T-----A T G T 1620

CONSENSUS-D  GGAGGGCTGTTACTATCAAGAAAGCAAACCCTTAGAAGCAACAGTAGTAAAAGATCAGGATAATCAATGG 1052
FORTC2 1052

CONSENSUS-SD  AGAaG GATGTTA”TACCAaGAagG’7AAgCCAtTAGAgGC”aC”GTaATAAAGAgTCAGGA’7AATCA’7TGG 1489

MM251 1623

MM32H 1635

MM239 1635

MM142 1623

MNE 1623

SMMH4 1512

SMMH9 G--G--A------C-------AC-A-------mmmmmmmee- T A--- 1521

SMMPBJ 1521

6P6 1521

CONSENSUS-STM GGAAGGGCAATACTACCGAGAAGACAAGCCTCTAGAGGCAACAGTAGTGAAAGATCAGGACAATCAATGG 1578
STM 1578

CONSENSUS-E GGAGGGAAGATACTATAGGGAAGAAGAAAACTTAGAAGCAACAGTACTAAAGAACCAAGATAATCAGTGG 887
PAR 887

CONSENSUS-B ’7GAAGGATCCTACTACAA’7GAAgGGGTACCtCTAGAAG CAACAGT?CAGAAAAACCTAGCAAAICAGTGG 1572
BA_7312AR G T A C---m-- 887

I-B-43
DEC 95



HIV2/SIV POL

CONSENSUS-A  aCATAtAAaaTACACCAgG?aGagAaaattCTaAAAGtaGGaAAatatgcaAAgataAAAaAtaccCata 1719

ROD A--A G-GmrmeCoememee 1633
NIHZ GG GG C----GT--G---ATATGC--AGAT-----ATA--CAT 1630
ISY G G--A 1630
ST G G--GA G C- 1690
BEN - C A c G 1690
CAM2 G A-—-A A-----C 1630
D194 G---C G---GGG GG T 1744
GHL e c A C G 1690
ucz A C Y. N— (oA 1690
MDS G G--A-~--C G---n-C 1690
KR A-G C 1690
S52907 A---C [oa— 1084
CONSENSUS-B ACATACAAaATTCATCAGGGAaATAaA”chTAAAAGTAGGAAAATATGCAAAGGTTAAAAACACCCACA 1641
D205 G G- 1690
07— G-A-TT 1693
EHOACG G G--A T-— 1690
CONSENSUS-D  TCCTACAAAATTCATCAGGAAGACAAAATATTAAAAGTGGGTAAGTATGCAAAAATCAAAAATACACATA 1122
FORTC2 1122
CONSENSUS-SD TC?TATAAaATTCACCAAGAaGACAAAaTACTgAAAGTAGGAAAATTTGCAAAGAT?AAaAATACACATA 1557
MM251 T A-G 1693
MM32H T G A-G 1705
MM239 T A-G 1705
MM142 -T A-G 1693
MNE ~TeG A A 1693
SMMH4 A G T G-T 1582
SMMH9 A G A C T 1591
SMMPBJ A C T 1591
6P6 A C T 1591
CONSENSUS-STM TCCTATAAGATACACCAAGAAGACAAAATATTGAAAGTAGGCAAGTTTGCAAAAATAAAAAACACACATA 1648
STM 1648
CONSENSUS-E ~ AGCTATAAGATTCATCAGGGAGACAGAATTCTTAAAGTAGGAAAATTTCCCCAAATAAAAAATACCCATA 957
PAR 957
CONSENSUS-B  ACATACAABATTCATCAGGGAATARA?TcCTAAAAGTAGGAAAATATGCAAAGGTTAAAAACACCCACA 1641
BA_7312AR G 957
CONSENSUS-A cCaAtgGggTCAgatTgtTaGCACAgGTAGTtCA'?AAAATAGGAAAaGAaGCACTaGTCATtTGgGGACG 1788
ROD 1703
NIHZ ACAC A 1700
ISY —-C GG G 1700
ST w--C-A-----C-CCrmrmn-A A 1760
BEN AC G G 1760
CAM2 Ae-Ac-A A y— 1700
D194 C-AC------A-----C--A G G 1814
GH1 AC G C 1760
ucz AC G G 1760
MDS —-C--A G 1760
KR T A 1760
S52907 e AA A G 1154
CONSENSUS-B  CCAA?GG?GTAAGACTACTgGCaCATGTAGT?CA?AAAATAGGaAAaGAAGCCcTaGTCATCTGGGGAGA 1707
D205 ~--C--G T--G C 1760
uci ~--C--G T--G 1763
EHOACG —eT=-A Te-T C--A [CHN ¥ ¢ T— 1760
CONSENSUS-D  CAAATGGAGTTAGATTATTAGCACATGTAGTACAAAAAATAGGAAAAGAGGCAATAGTAATTTGGGGACG 1192
FORTC2 1192
CONSENSUS-SD  C?AATGGAGTCAGA?TAITAGCACAIGTA?T?2CAGAAAATAGGAAAPGAAGCAATAGT?AT?TGGGGACA 1620
MM251 -C T--C AA G G--C 1763
MM32H -C T--C A-A G G--C 1775
MM239 -C G--C A-A G G--C 1775
MM142 -C T-C A-A G G--C 1763
MNE -C T--C A-A G G--C 1763
SMMH4 -A T--Crmee-C--G-G Acce-Crme-A-Toe-G- 1652
SMMH9 -A cT G-G A A-A--T 1661
SMMPBJ -A T G-G A T 1661
6P6 -A T G-G A A-T 1661
CONSENSUS-STM CAAATGGAGTTAGATTATTGGCACATGTGATTCAGAAGATAGGGAAAGAAGCAATAGTGATCTGGGGACA 1718
STM 1718
CONSENSUS-E  CAAATGGAGTAAGACTATTAGCTAGTGTAGTACAGAAA 995
PAR 995
CONSENSUS-B  CCAA?GG?GTAAGACTACTgGCaCATGTAGT?CA?AAAATAGGaAAaGAAGCCcTaGTCATCTGGGGAGA 1707
BA_7312AR S Sy Y. N W C--A--- 995
I-B-44

DEC 95



HIV2/SIV POL

CONSENSUS-A  aaTaCCaAAATTtCACcTaCCaGTaGAgAGaGA?acCTGGGAQCAgTGGTGGGATaACTACTGGCAaGTy 1857

ROD A-T 1773

NIHZ G T A 1770

ISY A-----G A T 1770

ST A-----T A 1830

BEN G G-----G G 1830

CAM2 - T GGT G--- 1770

D194 -G-G G C A A 1884

GH1 G---mmm - C---T----G--G G 1830

uc2 G G--G G G--- 1830

MDS G A-T G G--- 1830

KR A-----A T 1830

§52907 - G G--A-T A 1224

CONSENSUS-B GATACCAQTgTTCCATCTgCCAGTAGAAAGAGAGACATGGGACCAGTGGTGGACAGATTACTGGCAAGTA 1777
D205 1830

ucC1 A 1833

EHOACG - A A T 1830

CONSENSUS-D  GGTTCCGAAATCCCACTTACCAATAGAAAGAGATGTTTGGGAACAATGGTGGTCAGACTATTGGCAAGTA 1262
FORTC2 1262

CONSENSUS-SD GGT”CCaAaATTcCA’TT”CCAGT’?GAgAgaGA’?’PT’?'TGGGAACA’)TGGTGGACAGA’PTATTGGCA”GTA 1680

MM251 C--A-re-Toe-G--TG-A G G-- 1833

MM32H C--A----T---AG--TG-A G c G-- 1845

MM239 C--A-r--T---AG--TG-A G C G-- 1845

MM142 C--A---T---AG--TG-A G C G-- 1833

MNE C--Ace-To-A--TG-A G C G- 1833

SMMH4 ~ «-Goeeeemeee T--Ge-e-A-A----AA-T A T A 1722

SMMH9 w-Gor-GoenTo-To-Gmem-A---R-—-AA-T A T A 1731

SMMPBJ -G-G-Go-T--T--G-=-A AA-T A T A 1731

6P6 -G-G-G--T--T=-G----A AA-T A T A 1731

CONSENSUS-STM GATCCCAAAATTCCACTTGCCAGTAGAGAGAGAGGTCTGGGAACAATGGTGGGCAGATTATTGGCAGGTA 1788
STM 1788

CONSENSUS-SO GCCCGGC??2GT? 9
SMMM7 CA-A 12
SMMLIB1 AG--G 5

CONSENSUS-B GATACCAgTgTTCCATCTgCCAGTAGAAAGAGAGACATGGGACCAGTGGTGGACAGATTACTGGCAAGTA 1777
CONSENSUS-A ACATGGaTCCCAGAcTGGGACTTchaTCtACcCCaCCachGTCAGgtTagcaTTTAACcT’)GTaggaG 1926

ROD G G---G- 1843

NIHZ T C G 1840

ISY C GT G-—-AA-- 1840

ST A G AT G--GAA- 1900

BEN G T Y. NS y.N—— 1900

CAM2 AC T-A--G- 1840

D194 e GG GA T-G 1954

GH1 G A A Y. N— 1900

uc2 A GA . N— 1900

MDS T T A--AA-- 1900

KR T A--AA- 1900

S52907 G G G-—-G- 1294

CONSENSUS-B ACCTGGATCCCAGAaTGGGAITTTGTCTCaACCCCACCATTAaTAAGacTAGCCTACAACCTaGTCAAAG 1847
D205 G---C G 1900

uc1t -T G 1903

EHOACG [ N, SR 1900

CONSENSUS-D  ACCTGGATACCAGAATGGGATTTTGTATCTACACCTCCTCTAGTTAGACTAGTTTTTAACTTGGTAAAAG 1332
FORTC2 1332

CONSENSUS-SD  ACCTGGATACC?gAaTGGGA?TTt?T?TCAACaCC?CCCtTAGT?AGAITAGTCTTCAA?CTaGTaAA?G 1742
MM251 e [CHCTR, SN0 SN C Y.\ .Y o S . N T-—-G-G- 1903

MM32H A T-—A-C A--AC----Acrmemememee-ToeeG--G- 1915

MM239 G T-—-A-C YN o NS—— T-G-G- 1915

MM142 G T--CA-C A--A----A T--G-G- 1903

MNE GA------T--A-C YN R W T--G-—-G- 1903

LY R —— A--T-----C--G-G T c c A- 1792

SMMH9 A C---G-G T [ORN NI, SN G- A- 1801

SMMPBJ N S Y. N— C---G-Grmmmeev y ORI, SUCR— A- 1801

6P6 A C--G-G T (oA GRNE, N o RN— A- 1801

CONSENSUS-STM ACATGGATACCAGAATGGGATTTTGTATCCACACCTCCTTTAGTAAGATTAGTCTTTAATTTAGTAAAAG 1858
STM 1858

CONSENSUS-SO  A?22G?2?ACCA?22TG?222?222AT?TC?AC?CC?CCT?T?GT?AG?TTAGT?TTCAA??TGGTAAAGG 52
SMMM7 -TCC-CCC----..T--CTCCCGA--T--G--C--T---C-A-C--A--re-Gmrmr-TTmrmememcn 80

SMMLIB1 -CAT-GAT---GAA--G ATTTT--A=-C--A--C---T-G--T--Go---Crr-e-CCrrmmnmemv 74

CONSENSUS-B ACCcTGGATCCCAGAaTGGGAITTTGTCTCaACCCCACCATTAaTAAGacTAGCCTACAACCTaGTCAAAG 1847

I-B-45
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HIV2/SIV POL

Reverse Transcriptase \V RNase H
CONSENSUS-A AtCCtaTACcAGGcgcAGAgACcTTcTACACaGATGGATCcTGcAATAggCAaTCAAaaGAaGGaAAAGC 1996

ROD 1913

NIHZ -GG AT G G- 1910

ISY G T G 1910

ST -C-T A A G 1970

BEN A A--G G 1970

CAM2 A 1910

D194 A T A A-G 2024

GH1 A Y. NS c S— 1970

uc2 A A Y. NC T e S— 1970

MDS T--A 1970

KR —-C T-A T G 1970

S52907 T 1364

CONSENSUS-B ACCCCCTAGAAggggtaGAAACcTACTACACAGATGGaTCCTGcAAcAgAgCCTCAAAgGAaGGaAAaGC 1917
D205 AG T--A 1970

ucl AA---G G-----G-- 1973

EHOACG A T Tem-A YN o N 1970

CONSENSUS-D  AACCCCTAGAGAAGACAGAAACCTTCTATGTAGATGGCTCGTGCCACAGACAATCTAAAGAAGGGAAAGC 1402
FORTC2 1402

CONSENSUS-SD A’)CCTATACAGGGAG’)AGAAAC’?T’7TTATgtAGATgGATC’)TGTAaTA’7’7CAGTCAA”AGAAGGaAAaGC 1804
MM251 B QRN WY N o 1 N Yo M— YNy S - G- 1973

MM32H Yo S— N N——

MM239 S Y NS— S——c

Y 1Y 7 2o S c S W o 3. N — A-e-G-AA----Acemv

Y 1] =S o S NS S o 2. . — Y.V NS N c —

SMMH4 GG

SMMH9 GG

SMMPBJ GG

6P6 GG

CONSENSUS-STM AACCCTTGGAAGGAACAGAAACATTTTATGTGGATGGCTCATGTAACAGGCAATCTAAAGAAGGGAAAGC 1928
STM 1928

CONSENSUS-SO  A?CCC?T?GA?G?A?TAG?AAC?TT?TATGT?GATGG?TC?TGCAATA?A?A?TC?AA?G??GGAAA?GC 102
SMMM?7 T--A-C--A-A-A-—-G-A--T--r-Gromr-Co-Tormo-A-C-G-A~-A-AG——-A- 150

SMMLIB1 A---C-A-G-G-A---C--Crme-Amr-Ac-Armn-G-G-A--T--G-TA—G-- 143

CONSENSUS-B  ACCCCCTAGAAQgggtaGAAACCTACTACACAGATGGAaTCCTGCAACAGAGCCTCAAAGGAaGGaAAaGC 1917
CONSENSUS-A  AgGATAtgTaACAGATAgAGG?AgAGACAagGTaA??gtAITaGAgCaAACtaCCAAICAJCAaGCAGAa 2063

ROD G-A AGAA-C 1983

NIHZ e A G G-----AA 1980

sy e A-mnmmmmmees A-A------ A----GGA C--A 1980

ST e CA A G-GGC C 2040

BEN = e A-A------ A----AA A G 2040

CAM2 A AAA--C G 1980

D194 G G-----GA A 2094

GH1 -C G A GA---C----A-G----mmmmmmmmmmmmem 2040

uc2 A GA-------- A-mmememmme e 2040

MDS A---G AG---C 2040

KR e A G GGA----G 2040

S52907 G-A AGAA-C 1434

CONSENSUS-B  AG GATATGTCACaGACAGGGGAAAaGATAAgGTTAAAgtgtTAGAaCAgACAACAAAtCAaCAAG CAGAa 1987
D205 T 2040

ucC1i C----G 2043

EHOACG ~ W e G-----A------ CCA A G G 2040

CONSENSUS-D  AGGTTATGTAACAGATAGGGACAGAGAAAAAACAAAAGCCTTACAACAAACTACCAATCAACAAGCAGAA 1472
FORTC2 1472

CONSENSUS-SD AGG?TAT?T?ACaGAtAGgGGCA?AG aCAA"g"AAAA"TgtTaGAACAGACTAC’7AAtCAACAAG CAGA? 1865
MM251 ===A---A-C---mmmmmmeen A------ A-T----G A 2043

MM32H === Ar==A-Crnmmmmmee- A------ A-T----G T A 2055

MM239 e a L A-T----G T A 2055

MM142 ---A---A-C---- --A------ G-T----G T A 2043

MNE —-A--A-Crmrmeev A-e-A-T---G-C T A 2043

SMMH4 S QRN ¢ N c SN MY W oM o % c-C G 1932

SMMH9 «-C--G-Grrermem-Ar-r-G-G---GAC----C--C-G c G 1941

SMMPBJ -Co-G-Grrmrmr-Ame-Gronn-G-Co--C--C-G c G 1941

6P6 «-C-G-GrormmemeAce-Grmeee-G-Cron-C--C-G c G 1941

CONSENSUS-STM AGGCTACATAACTGATAGAGGAAAAAACAAAGTAAAAGCTTTAGAACAGACTACTAATCAACAAGCAGAA 1998
STM 1998

CONSENSUS-SO  AGG?TACATAACAGACAGA?G?AG???CAAA?TAAAG???TTAGAACA?ACTACCAATCAG??AGCAGA? 158
SMMM7 S . A-G--GAG----A-—-TTC G CG-——A 220

SMMLIB1 S ¢ SR— G-A--AGA----Gr----GCT-wmmm- Y NS— AA--G 213

CONSENSUS-B  AGGATATGTCACaGACAGGGGAAAaGATAAgGTTAAAQIgtTAGAaCAgACAACAAAICAaCAAGCAGAa 1987

I-B-46
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HIV2/SIV POL

CONSENSUS-A  tTAGAaGcCTTtgcgATGgCAcTaaCAGACTCaGGtCCaAAaGttAAtATIaTAGTAGACTCACAQTATG 2133

ROD C G 2053

NIHZ A C A---- 2050

ISY A------ G C-ennen G 2050

ST G G-CC--C-mmmmmmmmmmmnneas A---- 2110

BEN T----CG GG C-----G C T 2110

CAM2 C 2050

D194 C GG C--G C 2164

GH1 A----G G C 2110

uc2 C----G GG G-----C--C--mmmmmmmmmme e 2110

MDS A C C 2110

KR s C--A------ T CC 2110

S$52907 G 1504

CONSENSUS-B CTTGAAGCATTTGCACTAGCACTAcagGACcTCAGJACCACAaGTCAACATCATAGTAGAITCACAATATG 2057
D205 e T-----T--ACA------- A T 2110

ucC1 T C 2113

EHOACG G-----T 2110

CONSENSUS-D CTAGAAGCATTTCTCTTGGCATTACAAGATTCAGGTCCAAAGGCAAACATTATAGTAGATTCCCAATATG 1542
FORTC2 1542

CONSENSUS-SD TTgGAAGC?TTt??c?T?GC?TT?gCAGA?TCaGG?CCAAA?gCAAATATTATAGTAGALITC?CAATATG 1924
MM251 --A-----A---CT-A-G--A--GA----C-----G-----GA A 2113

MM32H e A---CT-A-G--A-~GA----C---m-Gmmr-Gmmmmmmmmmmmeamenenn A------- 2125

MM239 e A---CT-A-G--A--GA----C-----G-----G------=--=mmmmmmm- A--mnmem 2125

Y 1Y VT S — YNy Y. NN Y. W G S ¢ S ¢ S— (o W— 2113
MNE e Y.NGS Y.\ TN c N o SN ¢ SN ¢ S— Y. N— 2113

SMMH4 --C--CTATC-A--C--A----T--G--A-----A C 2002

SMMH9 «-C--TATC-A--C--Ar-me-Tomeo-Acma-AA C 2011

SMMPBJ e C--CTA-C-A--C--A-mre-Tomrm-Arme-AA C 2011

- — C--CTA-C-A--C-Armen-Tome-Ar=-A C 2011

CONSENSUS-STM TTAGAAGCATTTGCCATGGCCTTGGCGGACTCAGGTCCAAAAGCAAATATTGTGGTAGACTCACAATATG 2068
STM 2068

CONSENSUS-SO  ?TAGAAGC?TTTCT?ATGGCA?T???AGA?TCAGG??CAGA?GCAAATATTATAGTAGATTC?CAATA?G 215

SMMM7 g Y RN TP .V Y o2 .Y c M oS — TT- 290

SMMLIB1 [ W, NS NcY o Wl g M, | o N N —— C---C- 283

CONSENSUS-B CTTGAAGCATTTGCACTAGCACTAcagGACTCAGJACCACAaGTCAACATCATAGTAGALITCACAATATG 2057

I-B-47
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HIV2/SIV POL

CONSENSUS-A  TAATGGGaATagtagcagGCCAaCCaaCaGAgTCAGAaAgTAgaaTAGTaAACCAaATCATaGAaGAaAT 2203
ROD e G--CAGT-+-Armmmmrmemememmemememcnes YN ¢ it B 2123
NIHZ G G-A T--G 2120
ISY e YN GG-T--A--G TA---T G- 2120
ST G--A T 2180
BEN G G A GG 2180
CAM2 G A T 2120
D194 G A T--G--C-- 2234
GH1 T T-G--C- 2180
ucz A G T---C-- 2180
MDS G-T A-G T-G [cH— 2180
KR GG YN R N o S — 2180
FA T A T--G--C-- 69
5132P1 e G A A T--G--C-- 69
S52907 A Y. W ¢ R H——— 1574
CONSENSUS-B TCATGGGAATA’>TAGCTGgACAgCCAACAGAAACaGAgTCACCaaTAGTaaataAaATAATTGAAGAAAT 2126
D205 A-ee-C GCA 2180
uci G G C 2183
EHOACG (R Y\ Acne-G-e--GAG 2180
JA A 69
ON A A G 69
CONSENSUS-C ~ GTTAGGGATTATAGCAGGGCAGCCAACAGAAACAGAGTCCCCACTAGTAAACAGAATCATAGAAGAATT 69
POLB7 69
CONSENSUS-D  TCAT?GGAATTGTGGCAGGACAACCTACAGAATCAGA?AGCAAATTAGT?AATCAGATAATAGAAGAAAT 1609
FORTC2 -G 1612
POLC12 —A A G 69
CONSENSUS-SD TTATGGG?ATAaTA?CAGG??2cCC?AC?GAATCAGA?AG?AG??TAGT?AACCA?ATAATAGAagAAAT 1981
MM251 e YN, [, A N— (RN cToNE, . —— 2183
MM32H e Y. NS N, R, . S— [CHTORRCIoNEN, Sy W— 2195
MM239 e YN N, [ Y W— (IO c R, 5, Y. N— 2195
MM142 e YN N (R (0 — [CHNON cTONIN, M. N——— 2183
MNE e YNNI e B, Y S— ICHRORcToN, Y W— 2183
SMMH4 e C--ee-Goer-TCAG--Co-Tormmmec AT AT o Aceme Goememmen G- 2072
SMMH9 e C---G--G--TCAA--C--Tormrmem-Ar-To-AT - ArerneGomemene GA-—- 2081
SMMPBJ e [ORSI NI, /7.y N, SUNSNY.Ni, 7.\, Sy NS ¢ S— 2081
6P6 e C---G--G--TCAA--C--TrermemeA-To- AT - ArenneGomemene Goev 2081
CONSENSUS-STM TGATGGGAATCATAACAGGACAGCCCACAGAATCGGAGAGCAAGTTAGTAAATCAGATAATAGAAGAAAT 2138
STM 2138
CONSENSUS-SO T?ATGGGGAT?GT??CA?GGCA?CC?ACTGAATCAGAAA?TAA??TAGTAAATCA?AT?ATAGAAGA?AT 272
SMMM7 R A--GA--A--—-A--C G-—-AA G--A A~ 360
SMMLIB1 i N T--AG--G-—--G--T A---CC AT G- 353
CONSENSUS-B TCATGGGAATA”TAGCTGgACAgCCAACAGAAACaGAgTCACCaaTAGTaaataAaATAATTGAAGAAAT 2126
BA_7312Al G 69
|-B-48

DEC 95



HIV2/SIV POL

CONSENSUS-A  GATAAA?AAgGAAgCAaTCTATGTtGCaTGGYTCCCaGCCCAAAAGGCATAGGAaGGAAACCAgGAagTa 2272
201> J— A C G 2193

NS — G-A G c 2190

15 72— A G----C T-A-A-T 2190

sT A TG 2250

BEN e G G 2250

CAM2 A G 2190

D194 e G--A----G 2304

T A — G--A-----G-ee-C-G 2250

¥ o> — [y N— A 2250

MDS e A C T 2250

(=S — Ace--A--C c T 2250

FA e G--A 139

5132P1 e G G A 139

S52907 e A C G 1644

CONSENSUS-B  GATCAAAAAGGAagcAaTATATGTAGGATGGGTgCCAGCTCACAaaGGACTaGGTGGTAATCAGGAAGTA 2196
D205 A--G---G A GG 2250

uci1 A G 2253

EHOACG AA A GG 2250

JA 139

ON 139

CONSENSUS-C  AATAAGGAAGGAAGCTGTTTACATCAGCTGGGTGCCAGCTCACAAGGGTCTCGGAGGAAATCAAGAAGTA 139
POLB7 139

CONSENSUS-D  GATTAAAAA?GAGGCAATATACATTGCATGGGTACCAGCACACAAA?G?ATAGGAGGAAACCAAGAAGTA 1676
FORTC2 A A-G 1682

POLC12 G G-A 139

CONSENSUS-SD  GATtAAAAAGG?AG?AATTTATGTaGCATGGGTaCC?2GCACA?AAAGg?ATAGGAGIaAA?CAAGAA?TA 2044
MM251 TC--A YN RN Coen-A-- 2253

MM32H

MM239

MM142

MNE

SMMH4

SMMH9

SMMPBJ

6P6 A--C g P S N TeG- 2151

CONSENSUS-STM GATTAAAAAGGAAGCAATTTATGTAGCATGGGTACCAGCACATAAAGGAATAGGAGGAAATCAGGAGGTA 2208
STM 2208

CONSENSUS-SO GATCAAAAAGACAGC??TATATGT??CAT?GGTACCAGCTCATAAAGG??TAGGA?GAAATCA?GAA?TA 332
SMMM7 AG------GA---A TCor-Amme-A-Ae 430

Y YT —— TA----AG--G AA---Gemene- G- G- 423

CONSENSUS-B  GATCAAAAAGGAagcAaTATATGTAGGATGGGTgCCAGCTCACAaaGGACTaGGTGGTAATCAGGAAGTA 2196
BA_7312Al 139

I-B-49
DEC 95



HIV2/SIV POL

RNase H \ Integrase
CONSENSUS-A  GA?CAttTAGTaAGTCAgGGCATCAGACAaGTatTaTtcct?GAaAaaATAGAgCCcGCtCAaGAaGAAC 2340

ROD --T G T G--G----- G G 2263

NIHZ =T T A--G A-----G--G 2260

ISY --C--C A--G-G G 2260

ST --T--C A--G A G--G---- 2320

BEN -C A G-----G G---- 2320

CAM2 -T G-----A C-G----A-----G------- T-----G------ 2260

D194 -C G-----G 2374

GH1 -C G-----A----GG----------- C--mmmeee- 2320

uc2 --C C-T----G--G---emmmee- T--C-----G---- 2320

MDS --T---C G-----A 2320

KR -T T A G 2320

FA -C--C G G----G 209

5132P1 -C G T-G-----C--mmmmmmm G---- 209

S§52907 =T G T G--G-AATAG 1686

CONSENSUS-B GACCACCTAGTaAGICAAGGAATIAGYCAggTtcTaTTccTAGAAAAGATAGAACCAGCaCAaGAaGAaC 2266
D205 = e C--A-----CT-G----------- A--mmmmeee C--G-----G- 2320

ucCl 2323

EHOACG G--C A--AA-C-----T A T 2320

JA 209

ON T 209

CONSENSUS-C GACCACCTAGTAAGTCAAGGAATTAGGCAAGTATTATTCTTAGAAAAAATAGAACCAGCACAGGAAGAGC
POLB7 209

CONSENSUS-D GACCATCTAGTCAGCCAAGG?ATTAGACAGGTCCTGTTTCTAGAAAAAATTGAACCAGCACAAGAAGACC
FORTC2 A 1752

POLC12 G 209

CONSENSUS-SD GA?CAcCTaGTTAGICAaGg?ATTAGACAAGT?CT?TTCTT?gAAAA?ATAGA?CCAGCaCAaGAAGA?C 2106
MM251 --C G--G T--C-neeaGmmmaeGmmneaGmmmmm e eees A- 2323

MM32H -C G G-----G ---G--A- 2335

MM239 -C G T--C-----G-----G-----G----=---m-==- A- 2335

MM142 -C G T--C-----G-----G--=--G--=mmmmmmeeee, A- 2323

MNE G 2323

SMMH4 G 2212

SMMH9 -T--T AA C--A----- A-----A-----A-----G--G-----G- 2221

SMMPBJ =TT -=Gmmmmmmeee, T C--A-----A---—-A-----A-----G--G-----G- 2221

6P6 ==T=-T=~Gmmmmmmmeme A-mmmmmeee L A € C 2221

CONSENSUS-STM GATCATTTGGTAAGTCAGGGAATTAGACAGGTCCTATTCCTAGAAAAAATAGAACCAGCTCAAGAAGAGC
ST™M 2278

CONSENSUS-SO  GA?CATTT?GTTAGTCAA?G?ATTAG?CAAGT??T?TTC?TAGA?AA?ATAGAACCAGCCCAAGAAGA?C
SMMM7 B A-G-----G-----CT-G---C----A--G------=--mmmmmmmmeee G- 500

SMMLIB1 ] B G-A-----A-----TC-A---T----G--A-m-m--mmmmmmmmemmee A- 493

CONSENSUS-B GACCACCTAGTaAGItCAAGGAATIAGYCAQgTtcTaTTccTAGAAAAGATAGAACCAGCaCAaGAaGAaC 2266
BA_7312Al C--G--G---- 209

I-B-50
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HIV2/SIV POL

CONSENSUS-A  AtG aaAAATATCATAgCAaTaTaAAAGAacTa’7CCCATAAaTTTGgaaTaCCCcaacTaGTgGCAAG aCA 2409

ROD GT-T A-TT G- 2333
NIHZ GT A-G 2330
ISY G G [ c T, MUY W o S c SU— 2330
ST G T (oR TN, S— 2390
BEN T A TT----A 2390
CAM2 C---G---G--TG AT 2330
D194 -C A 2444
GH1 G A A 2390
ucz G--GAT A 2390
MDS G T T 2390
KR -G G T-T (o c T S— 2390
FA G--A-T A 279
5132P1 A c 279
CONSENSUS-B  ATGAAAA?TAICATGYCAATGTAAAAGARCTaGTICATAAATTIGGaaT?Ccacaal TAGTgGCAARACA 2334
D205 e A G--Crmemmen-Coemen T 2390
uci G--C T C-C-—-G 2393
EHOACG - A-—-—-AAT C G--T G- 2390
JA G [o2o7-Yc} pummm— 279
ON G--C [ c Y W— 279
CONSENSUS-C  ATGAAAGATTTCATAGCAATGCCAAAGAGCTGACACACAAATTTGGTATACCTAACTTAGTGGCTAAACA 279
POLB7 279
CONSENSUS-D  ATGAGAAATACCATAG?AATATAAAAGAACTAGTATTCAAATTTGGT?TGCCAAAATTAGTAGCAAGACA 1813
FORTC2 T 1822
POLC12 C T 279
CONSENSUS-SD  ATga?AAaTACCATAG?AAgTAAAAGAATTgGTATTCAAATTTGG?TTACC?AG?cTAGT?GC?AaACA 2169
MM251 T T A--C--AA----G--C-G-- 2393
MM32H —-T--G T A----C--AA----G--C-G--- 2405
MM239 T T A----C--AA----G--C-G-—- 2405
MM142 ~AGT T--CA A-w---Cr-A----G-Comn 2393
MNE T T YN o . NN 2 o S 2393
SMMH4 —-A-G c g pEE O R . N 2282
SMMH9 -\ C A R-T-re-T--Groe-A-Aeee 2201
SMMPBJ A C TeoeeTo-Grome-Ac-Areeee 2291
6P6 A C A § F e S Wy S— 2291
CONSENSUS-STM ATGAAAAATATCATAGCAATGTGAAAGAGCTAGTCTTCAAGTTTGGCATACCAAGGCTAGTAGCAAAGCA 2348
STM 2348
CONSENSUS-SO  A?GA?AA?TATCA?AGCAAT?TAAAAGAATTGGT?TTTAAAT?T?G?ATACCAAGATT?GTAGCAAAACA 450
SMMM7 -Co-A--A-r--Ce-G C--T-A-G A 570
SMMLIB1 iy g, .Y G-----A-G-C G 563
CONSENSUS-B  ATGAAAA?TAtCATggCAATGTAAAAGAACTaGTICATAAATTIGGaaT?CcacaatTAGTgGCAAaACA 2334
BA_7312Al A G-G Tee-C 279
I-B-51

DEC 95



HIV2/SIV POL

CONSENSUS-A aATAGTAAACaCATGtgCCCAathCAaCAgAAAGGaGAgGCtATACATGGGCAaGTAaATGCAGAa”Ta 2478
ROD T T G--A 2403

NIHZ TGTG G C-- 2400

ISY G A-----G--A C-- 2400

ST CA T--G G T-- 2460

BEN G T A--C A-- 2460

CAM2 AT G G-G 2400

D194 G A--C A-- 2514

GH1 G C G A-- 2460

uc2 G C A-- 2460

MDS T CT-- 2460

KR T G--A G C-G 2460

FA G A-- 349

5132P1 G A--A A--C C-- 349

CONSENSUS-B aATAGTAAACTCCTGTGATAAATGCCAACAAAAAGGgGAAGCTgTTCATGGACAGGTAAATgCAGAaCTA 2404
D205 G T A C--- 2460

ucC1 2463

EHOACG T A T 2460

JA 349

ON 349

CONSENSUS-C GATAGTAAATACTTGTCATGTGTGTCAACAGAAAGGAGAGGCCATACATGGGCAAGTAAATGCAGATTTA 349
POLB7 349

CONSENSUS-D ?ATAATAGA?AC?TGTGATAAATGTCACCGAAAGGGAGAGGCAATACATGGGCAGGTAAATGCAGAA?TA 1879
FORTC2 G T--C C-- 1892

POLC12 A--meeee C--T T-- 349

CONSENSUS-SD gATAGTAGACACaTGTGATAAATG’7CA'7CagAAAGGAGAaGCtATACATGGgCA”GtAAAT”CaGaaCTA 2235
MM251 T--T G T-e--T--- 2463

MM32H T--T--A G T--=-T--- 2475

MM239 C T--T G G-C----T----T--- 2475

MM142 T--T--A G T--n-C--- 2463

MNE T--T G T----T--- 2463

SMMH4 C--C C A------ G 2352

SMMH9 A C--C-T A------G-R-R---- 2361

SMMPBJ C--C C A--A G 2361

6P6 C-- C A--A------ Gomeeeee 2361

CONSENSUS-STM AATAGTGGATACATGTGACAAGTGCCACCAGAAAGGAGAAGCTATACATGGGCAAGTAAATGCAGAGTTA 2418
ST™M 2418

CONSENSUS-SO GATAGT?GA?ACCTGTGA?AAATGCCA?CA?AAAGGAGAAGC?AT?CA??G?CA?GTAAA??CAGA?TT? 505
SMMM7 e A--T T G--G T--A--TA-A--G-----CA----G--A 640

SMMLIBT - G--C C T--A A--C--CG-G--A-----TG----A--G 633

CONSENSUS-B aATAGTAAAcTCCTGTGATAAATGCCAACAAAAAGGgGAAGCTgTTCATGGACAGGTAAATgCAGAaCTA 2404
BA_7312Al T 349

I-B-52
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HIV2/SIV POL

CONSENSUS-A  GGcactTGGCAAATGGACTYCACaCACtTAGaaGGAAAaaTCATIATAGTAGCAGTaCATGTTGCaAGtG 2548

ROD T G 2473
NIHZ T G 2470
sy - C 2470
ST 2530
BEN --GT A 2530
CAM2 - C TC----G C 2470
D194 --GT G 2584
GH1 -TGTC G 2530
uc2 --GT T---- 2530
MDS T--T G 2530
KR G C- 2530
FA -TGTC 419
5132P1 --GTC G 419
CONSENSUS-B GG?ACaTGGCAgATGGACTGTACACA?TTAGAaGGaAAggTCATAATAGTgGCAGTCcCATGTAGCCAGTG 2472
D205 -G T AA-T 2530
ucC1 --A C 2533
EHOACG -G A T-----G T T 2530
JA --A--G C 419
ON --A C G---A 419
CONSENSUS-C GGAACATGGCAAATGGACTGTACCCATTTAGAAGGAAAAGTTATCATAGTAGCAGTCCATGTGGCCAGTG 419
POLB7 419
CONSENSUS-D GGAACTTGGCAGATGGACTGTACACA?CTAGAGGGAAAAGTAA?CATAGTAGCTGTACATGTGGCTAGTG 1947
FORTC2 C C 1962
POLC12 T T 419
CONSENSUS-SD GGGACTTGGCAAATGGACTGTACCCA?CTAGAgGG?AAAATAaT?ATAGTTGCAGTACATGT?GCTAGTG 2301
MM251 e T-----A--A------ G-Crmmmmmmmmmmmneees, A------- 2533
MM32H T T A C A 2545
MM239 T T A C A------- 2545
MM142 T T A------ G-Crmmmmmmmanenen A------- 2533
MNE T T A C A--mmmem 2533
SMMH4 e G--C-----A--C T G 2422
SMMH9 A--C C T G-G----- 2431
SMMPBJ A--C C T G 2431
6P6 A--C C T G 2431
CONSENSUS-STM GGGACTTGGCAGATGGACTGTACACATCTAGAAGGCAAGATAATTATAGTAGCAGTACATGTAGCTAGTG 2488
ST™M 2488
CONSENSUS-SO  ?GAA??TGGCAAAT?GACTG?ACACA??TAGAGGGCAAA?T??TTATAGT?GC?GTACATGT?GCTAG?G 561
SMMM7 A---TT-------- A-----C-----CC------=---- G-TG------- A--A-------- G-----T- 710
SMMLIB1 G---CC-------- G-----T-—---TT A-AA G--T A-----C- 703
CONSENSUS-B GG?ACaTGGCAgATGGACTGTACACA?TTAGAaGGaAAggTCATAATAGTgGCAGTCcCATGTAGCCAGTG 2472
BA_7312Al -G A T G--A A 419
I-B-53

DEC 95



HIV2/SIV POL

CONSENSUS-A GaTTtATAGAaGCAgAaGTCATCCCACAGgAAtCaGgAAGgCAgACaGCaCTcTTCcTatTaAAACTGGC 2618

ROD A--A 2543
NIHZ G T A GeerTo-C-Gremmreene 2540
ISY A 2540
ST A-G C 2600
BEN —-C 2600
CAM2 A T-— 2540
D194 —-C 2654
GH1 —-C T G 2600
ucz —-C G 2600
MDS G A G 2600
KR -G T A-G A 2600
FA S o S— Y. N— Aceee-Ac-A 489
5132P1 —-C C 489
CONSENSUS-B GaTTtATAGA”GCAGAgGTAATACCCCAAGAaACaGGAAGACA’?ACAGCTCTCTTCCTgtTAAA’>tTGGC 2539
D205 -G A G AC----G----- 2600
uci G A y.N— 2603
EHOACG S o S .Y G GC-— 2600
JA G----A G G Aceee 489
ON G A YN — 489
CONSENSUS-C  GCTTTATAGAAGCAGAGGTAATCCCACAAGAAACTGGCAGACAAACAGCTCTTTTTCTGTTAAAATTGGC 489
POLB7 489
CONSENSUS-D  GATTTATAGAAGCAGAAGTCATTCCACAGGAAACAGGAAGACAAACAGCTTTATTCCTGTTAAAATTGGC 2017
FORTC2 oo 1972
POLC12 489
CONSENSUS-SD  GATTCATAGA?GCAGAAGTAATICC?Ca?GAaACAGGAAGACA?ACAGCACT?TTTCTGITAAASTT?GC 2365
VY 2 — Y. N—— A-A--G G A G- 2603
MM32H A A-A--G G A G- 2615
MM239 A---G A--A--G G A G- 2615
MM142 A A--A G A G- 2603
MNE A A-A--G G A G- 2603
SMMH4 S S S— C--G--G A G G--A- 2492
SMMH9 e [Co— C--G-RG A GeoeeeComme-Ae- 2501
SMMPBJ G G--G A GroeeeCrme-A- 2501
6P6 G C--G-G A Gromee-Comm-Ae- 2501
CONSENSUS-STM GGTTTATAGAGGCAGAAGTAATCCCACAAGAAACAGGGAGACAGACAGCATTGTTTCTGTTGAAGTTAGC 2558
STM 2558
CONSENSUS-SO  G?TTCAT?GA?GCAGAAGT?AT?CC?CAAGA?ACAGGAAG?CAGACAGC??TGTT?CTG?TAAAATTAG? 618
SMMM7 B NN c S Y AN N — Y N— Y R, c 780
SMMLIB1 iy R o N el i c T I— [CH— 3 (O R o S T 773
CONSENSUS-B GaTTtATAGA'?GCAGAgGTAATACCCCAAGAaACaGGAAGACA"ACAGCTCTCTTCCTgtTAAA’7tTGGC 2539
BA_7312Al -G A GC--- 489
I-B-54

DEC 95



HIV2/SIV POL

CONSENSUS-A  cAGIAGGTGGCCAATAACaCACtTgCACACAGACAATGGtgCCAACTTCACITCACAGGAaGTgAAQATG 2688
G

ROD A TeT 2613
NIHZ c T A 2610

ISY T [y — 2610

ST T Y. N— 2670

BEN G cc 2670

CAM2 T--C A T Y N— 2610

D194 cc 2724

GH1 A cT 2670

ucz cc A--A-— 2670

MDS T T 2670

KR C T c Y N— 2670

FA —C cT C A 559

5132P1 cT 559

CONSENSUS-B cAGCAGATGGCCIATCACACACCTgCaCACAGACAA?GG?GCCAACTTCACCTCACaAGatGTgAAGATG 2607
D205 A C-T C-AG---A--- 2670

uci C-- C 2673

EHOACG Cc-T T A 2670

JA A T--C C 559

ON G T--C 559

CONSENSUS-C ~ AGCAAGATGGCCTATTACCCACCTACACACAGATAATGGTGCCAATTTCACTTCACAGGAAGTAAAAATG 559
POLB7 559

CONSENSUS-D  AAGCAGATGGCCGATCACACACCTGCACACAGACAACGGTGCCAACTTCACTTCACAAGAGGTGAAAATG 2087
POLC12 559

CONSENSUS-SD  aaGCAGATGGCC?AT?ACaCATCTgCA?AC?GATAATGGTGCCAA?TT??CaTC?CAAGAAGT?AA?ATG 2425
MM251 -G T-T A--C--A T--C--TG-C--Grore-A--G—- 2673

MM32H -G TG-T A--C--A T--C--TG-C--G---en-A--G-- 2685

MM239 -G T-T A--C--A T--C--TG-T--G-----A--G-- 2685

MM142 T-T C--A T--C--TG-T--G-rre-A--G-- 2673

MNE —A-G--- 2673

SMMH4 TG c--C T-T T--CA----Anermemnn G--A-- 2562

SMMH9 C c-C T-T g P oY WY N— G--A- 2571

SMMPBJ C C-- T-T g oY WY NE— G--A- 2571

6P6 C C-- T-T T--CA---Anmmemen G-A— 2571

CONSENSUS-STM AAGCAGATGGCCTGTCACACACCTGCACACGGATAATGGCGCTAACTTCACCTCGCAGGAGGTAAAGATG 2628
STM 2628

CONSENSUS-SO  ?AGCAG?TGGCC?AT?AC?CA??TGCACACAGATAATGGTGC?AACTT??C?TC?CAAGAAGT?AAGATG 675
SMMM7 | R AN . N o o M Teee-TG-T--Gormrmeev YN— 850

SMMLIB1 N W 0 NGRSO —— C----CA-C-Ammmeev [ca— 843

CONSENSUS-B  cAGCAGATGGCCIATCACACACCTgCaCACAGACAA?GG?GCCAACTTCACCTCACaAJatGTgAAGATG 2607
BA_7312Al Y N—— o . T-T T-T y— 559

I-B-55
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HIV2/SIV POL

CONSENSUS-A  GTgGCaTGGTGGatAGGIATAGARCAAICCTTIGGAGTaCCTTACAAICCACARAGCCAAGGAGTAGTAG 2758
ROD A 2683

NIHZ A G A G 2680

ISY A G---C G 2680

ST c G- 2740

BEN G c G 2740

CAM2 B S G---C A c 2680

D194 G G 2794

GH1 G C G 2740

ucz G G C G 2740

MDS A 2740

KR <A--Ge-eene-C 2740

FA e G---A—-C 629

5132P1 G (ORI B ¢ — 629

CONSENSUS-B  GtgGCCTGGTGGYTAGG?ATAGAACAAACCTTCGG?GTaCCCTAAACCCACAAAGTCAGGGAGTAGTG 2675
D205 A A T-T-A Y N—— G- 2740

uc1t -C A-—-G G 2743

EHOACG -CA A—-G A--A--G TG 2740

JA yN—— G 629

ON G G G- 629

CONSENSUS-C  GTGGCGTGGTGGGTAGGCGTGGAACATACCTTTGGAGTACCTTACAACCCACAGAGTCAGGGAGTAGTAG 629
POLB7 629

CONSENSUS-D  GTAGCATGGTGGGTAGGAATAGAGCAAACCTTTGGGGTGCCATATAACCCACAGAGTCAAGGTGTAGTAG 2157
POLC12 629

CONSENSUS-SD GTTGCaTGGTGGGCAGGUAT?GA?CA?ACCTTTgGGGTaCC?TA?AATCCACAGAG?CA?gGaGTAGTGG 2488
MM251 A--G--C A--C T-G 2743

MM32H A--G--C A--C T-G 2755

MM239 A--G--C A--C T-G 2755

MM142 A--G--C A--C T-G 2743

MNE A--G--C A--C T--G 2743

SMMH4 e C T--A-G (C) i, - (O N— 2632

SMMH9 - T R--T--A=-GrmmemeRoemeneT=T C--AR-G 2641

SMMPBJ - T T-A-G T-T C--A-G 2641

6P6 - T T--A-G T-T C--A-G 2641

CONSENSUS-STM GTAGCCTGGTGGGCGGGAATAGAACAAACCTTTGGAGTACCTTACAATCCACAGAGCCAAGGAGTAGTGG 2698
STM 2698

CONSENSUS-SO  GTAGC?T?GTGGGCA?A?ATAGAACA?AC?TTT???GTACCATA?AATCCACA?AGTCAA?GAGTAGTAG 733
SMMM7 e (o NYCE, S C--C---AAG T yN—t 920

SMMLIBL - YN . o — G--T---GG A C GG 913

CONSENSUS-B GtgGCcTGGTGGgTAGG”ATAGAACaAACcTTcGG’7GTaCCCTAtAAcCCAcAAAGTCAgGGAGTAGTaG 2675
BA_7312Al - - 629

I-B-56
DEC 95



HIV2/SIV POL

CONSENSUS-A AaGCaATGAATCACCACCTaAAaAAtCAgATAagtAgAATtAGAGAaCAgGCaAAtACAaTaGAAACaAT 2828

ROD T C--A 2753
NIHZ T--T GAC G G 2750
ISY G GAA G G 2750
ST C G C---G 2810
BEN G 2810
CAM2 G 2750
D194 2864

GH1 T----G C-- 2810
uc2 G T--mm-- G-G-------- 2810
MDS ----C C-----T G 2810
KR T C C G G 2810
FA -G G C 699
5132P1 A A 699
CONSENSUS-B  AAGCAATGAACCATCA?CT?AAAAA?CAaATAGAIAGaaTcAG?GAICAgQGCAGTATCAaTAGAgACAGT 2741
D205 - C--G-----T-------- C---C--—-A--C--A-m--mmmmmmmmeeeem 2810
ucC1 G--C 2813
EHOACG  --ee-T--G-----T--G-----C----- g 2810
JA G 699
ON G C----A----- 699

CONSENSUS-C  AGGCCATGAACCATCATCTGAAAAACCAAATAGATAGAATCAGAGAGCAGGCAAACACAATGGAGACCAT 699
POLB7 699
CONSENSUS-D  AAGCAATGAATCATCATTTAAAGAATCAAATAGACAAAATTAGAGACCAGGCAAATTCAGTAGAAACCAT 2227

POLC12 699
CONSENSUS-SD  AAGCaATGAA?CA?CAICTAAAAA??CAGATAGATAGAAT 2AG?GAACAAGCAAATCARTaGARaC?AT 2551
VY 2 —— T--C--C--G---AT c- C- 2813
MM32H «-T--C--C--G---AT C-- c C- 2825
MM239 weemmeceeTo-Co-Co-Go--AT C-- G-----C-- 2825
MM142 e T--C--C--G---AT C--G G------C- 2813
MNE T--C AT C-G G----C- 2813
SMMH4 e C--T---T-----CC--G T--A C G-T- 2702
SMMH9 e-Geen-C-T cc § P S— T- 2711
SMMPBJ -GeeeC--T cc § P N — T- 2711
6P6 S W O cc T--A---G TTT-T-- 2711
CONSENSUS-STM AAGCCATGAATCATCATTTAAAGACCCAGATAGACAGAATTAGAGATCAAGCAAACACAGTAGAAACTGT 2768
STM 2768
CONSENSUS-SO  A?GCAATGAA?CATCA?CT?AAGA??CA?ATAGA?A?AATTAG?GA?CA?GCAAATTCA?TAGAAAC?AT 789
SMMM7 B N Te--C--Ac-AT--G---G-G----A--G--G G----A- 990
SMMLIB1 e R—— (ORI, (N N o M. NN o B NSRS ¢ S, JHY NE— A-----C- 983
CONSENSUS'B  AAGCAATGAACCATCA?CT?AAAAAZCABATAGAIAGAATCAG2GAICAGGCAGTATCARTAGAGACAGT 2741
BA_7312Al  -eeeees TeeeneTe- G T G----A y. N 699
I-B-57

DEC 95



HIV2/SIV POL

CONSENSUS-A AGTAcTaATGGCAgTTCATTGCATGAATTTTAAAAGaAGGGGaGGAATAGGGGATATGACCCCagCAGAA 2898

ROD G g . 2823
NIHZ T 2820
ISY T--- 2820
ST G 2880
BEN - G 2880
CAM2 y g, J— 2820
D194 2934
GH1 2880
ucz G 2880
MDS § p— 2880
KR 2880
FA 708
5132P1 708
CONSENSUS-B  TGT?cTAATGGCAaCTCACTGCATGAATTTTAAAAGAAGGGGAGGAATAGGGGATATGACCCCTGCAGAa 2810
D205 —A 2880
uci S — G G 2883
EHOACG —GT 2880
JA Groee- 708
ON S S— 708
CONSENSUS-C  AGTCTTGAT 708
POLB7 e 708
CONSENSUS-D  AGTACTCAT 2236
POLC12 e 708
CONSENSUS-SD AGTA?TAATGGCAGTTCATTGCATgAATTTTAAAAGAAGGGGAGGAATAGGGGATATGACTCCAGCAGAA 2620
MM251 T 2883
MM32H T 2895
MM239 T 2895
MM142 T 2883
MNE T 2883
SMMHA4 —-C T 2772
SMMH9 —C A c 2781
SMMPBJ —-C 2781
6P6 —-C 2781
CONSENSUS-STM AGTACTCATGGCAGTTCACTGCATGAATTTTAAGAAAAGGGGAGGACTAGGGGATATGACCCCAGCAGAA 2838
STM 2838
CONSENSUS-SO AGT?CTCATGGCA??TCATTGCATGAATTTTAAAAGAAGGGGAGGAATAGGGGATATGAC?CCAGCAGAA 855
SMMM7 -G GT C 1060
SMMLIB1 —A AC T 1053
CONSENSUS-B  TGT?cTAATGGCAaCTCACTGCATGAATTTTAAAAGAAGGGGAGGAATAGGGGATATGACCCCTGCAGAa 2810
BA_7312Al -Groeee 708
CONSENSUS-A  AGACTAATCAAIATGATcACCAaCAGAACAAGABATACAATTCCTCCAAGCaAAAAATTCAAAGTTaaAAa 2968
ROD T G C G 2893
NIHZ —A 2890
13 2 — G 2890
ST G---TG---—G C- 2950
BEN C-T AG T--T-—— 2950
CAM2 G c 2890
D194 T--C AG T--T-- 3004
GH1 C-T AG T--T-— 2950
ucz C--T AG T--C-—- 2950
MDS C 2950
KR C 2950
CONSENSUS-B  AGACTAGTtAACATGATAACCACAGAaCAAGAAATACAGTTCITCCAAGCAAAAAATTTAAAATTICAAA 2880
D205 G 2950
uci 2953
EHOACG -A---C T YN Y S— C-- 2950
CONSENSUS-SD  AGATTAQT?AA?ATGATCAC?ACAGAACAAGAGATACAATTCCAACAATCAAAAAA?TCAAAATTTAAAA 2686
MM251 e A-T--C T T C 2953
MM32H s A-T--C T T C 2965
MM239 e A-T--C T G T C 2965
MM142 e A-T--C T T C 2953
MNE e C-T--C T C 2953
SMMH4 c-T C T 2842
SMMH9 ~ —eC-- Tee-T--C T 2851
SMMPBJ C-- C T 2851
6P6 Cc-T C 2851
CONSENSUS-STM AGATTAGTTAATATGATCACCACAGAACAAGAAATACAATTTCAACAATCAAAAAATTCAAAATTCAAAA 2908
STM 2908
CONSENSUS-SO  AGATT??T?AATATGATCACCACAGAACAAGAAATACAATTCCAPCAATCAAAAAATTCAAAATTTAAAA 921
SMMM7 e AA-T 1130
SMMLIBL - GG-C G- 1123
|-B-58

DEC 95



HIV2/SIV POL

CONSENSUS-A  AtTTtCgGGTCTATTtICAGAGAAGGCAGAgATCAgcTGTGGaAAGGaCCTGGyGAaCTaCTGTGGAAgGGG 3038

ROD T A-- 2963
NIHZ G 2960

ISY A----A C G A-- 2960
ST 3020

BEN ----C-A A T 3020
CAM2 T 2960
D194 -A--C-A A A--G 3074
GH1 -C--C-A A A 3020
uc2 -A--C-A A C-----A 3020
MDS T G 3020
KR ----C 3020
CONSENSUS-B  ATTTCCaGGTCTATTACAGAGAAGGCAGAGATCAACTCTGGAAYGGACCTGGTGA?CTATTGTGGAAAGG 2949
D205 A 3020
ucC1i A G 3023
EHOACG - G T 3020

CONSENSUS-SD  ATTTTCGGGTCTATTACAGAGAAGGCAGAGA?CAgCTGTGGAAaGGACCCGGTGAGCTATTGTGGAAAGG 2755

MM251 T--A G 3023

MM32H T--A G 3035

MM239 T--A G 3035

MM142 T G 3023

MNE T T 3023

SMMH4 C 2912

SMMH9 C 2921

SMMPBJ C 2921

6P6 C 2921

CONSENSUS-STM ATTTTCGGGTCTATTACAGGGAAGGCAGAGATCAACTATGGAAGGGACCCGGTGAGCTATTGTGGAAAGG 2978
STM 2978

CONSENSUS-SO ATTTTCGGGTCTATT”CAGAGAAGGCAGAGA7CAACT’7TGGAAAGGACCCGGTGA””T’)’)TGTGGAAAGG 984
SMMM7 T C--—---G AT-AC 1200

SMMLIB1 A T-----C GC-GT--- 1186

CONSENSUS-A aGACGGAGCaGTCaTAGTCAAGGTAGGgaCaGACATAAAAgTAgTaCCAAGaAGgAAgGCCAAGATCATC 3108
ROD ---A A A--A 3033

NIHZ A A T 3030

ISY G T A A 3030

ST G G-T A--A A--T 3090

BEN ---A T--- 3090

CAM2 A--m-T-mmmmm A--A G-----A 3030

D194 G-G T--- 3144

GH1 G A T--- 3090

uc2 ---A-----G G T--- 3090

MDS A A 3090

KR --T A----G A--T 3090

CONSENSUS-B GGAAGGAGCAGTCaTCATAAAGGTAGGGACAGAaATCAAAGTAaTACCCAGaAGaAAAGCAAAgATCATA 3019
D205 G G A--T--- 3090

ucC1 C G G 3093

EHOACG 3090

CONSENSUS-SD GGAAGGAGCAGTCaTC?TAAAGGTAGGgACAGA?AT?AAGGTAGTACC?AGgAG?AA?GCTAAaATTATC 2819

MM251 T C--T 3093

MM32H T C-- 3105

MM239 T C-- 3105

MM142 T A-----C--T 3093

MNE G--T C--T 3093

SMMH4 C G--C 2982

SMMH9 C G--C 2991

SMMPBJ C G--C 2991

6P6 C G--C 2991

CONSENSUS-STM GGAAGGAGCAGTCATCGTAAAGGTAGGGACAGACATTAAAGTAGTACCAAGGAGAAAGGCTAAAATCATC 3048
ST™M 3048

CONSENSUS-SO GGAAGGAGCA 994
SMMM7 e 1210

I-B-59
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HIV2/SIV POL

CONSENSUS-A
ROD

NIHZ

ISY

ST

BEN

CAM2

D194

GH1

uc2

MDS

KR
CONSENSUS-B
D205

ucC1i

EHOACG
CONSENSUS-SD
MM251

MM32H

MM239

MM142

MNE

SMMH4
SMMH9
SMMPBJ

6P6

CONSENSUS-STM AAAGATTATGGAGGAGGAAAAGAGGTGGATAGTGGTTCCCACCTGGAGGATACCAGGGAG...GCTGGAG

STM

Integrase \

CONSENSUS-A
ROD

NIHZ

ISY

ST

BEN

CAM2

D194

GH1

uc2

MDS

KR
CONSENSUS-B
D205

ucC1i

EHOACG
CONSENSUS-SD
MM251

MM32H

MM239

MM142

MNE

SMMH4
SMMH9
SMMPBJ

6P6

CONSENSUS-STM AGGTGGCA

STM

3115

/ Stop codon
AagTGGCATagCCTTGTCAAGTACCTGAAATACAGAACAAAAGACCTAGAGGAGGTGCGCTATGTTCCCC
--A----- 3108

3105

3105

3165
3227

3105
3219
3165
3168
3168
3168
3117
3174

3192
3177
2893
3168
3180
3180
3168
3168
3057
3066
3066
3069
3123
3123

AgGTGGCATAG

I-B-60
DEC 95

AgaGACTATGGAggAAGgCaaGAg?TGGATAGt?gttCCcAccTGGAGGGTgCCAGGGAG???gATGGAG 3173
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